GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 
Perfect score: 3143 



February 15, 2005, 01:44:12 ; Search time 13388 Seconds 

(without alignments) 
11375.466 Million cell updates/sec 

US-10-015-391A-276 



Sequence: 



1 gggctgaggcactgagagac aaatataaggcttaaaaaaa 3143 



Scoring table:. IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



9416466 



Post-processing : 



Database 



Minimum Match 0% 

Maximum Match 100% 

Listing first 1500 summaries 

GenEmbl : * 
1 : gb_ba : * 
gb_htg : * 
gb_in : * 
gb_om: * 
gb_o v : * 
gb_pat : * 
gb_jph : * 
gb_pl : * 
gb_pr : * 
gb_ro : * 
gb_sts : * 
gb_sy : * 
gb_un : * 
gb_vi : * 



2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 3143 100.0 3143 

2 3143 100.0 3143 

3 3068.4 97.6 3257 



6 AX697208 
9 AY358531 
9 BC020974 



AX697208 Sequence 
AY358531 Homo sapi 
BC020974 Homo sapi 



4 


3041.4 


96. 


8 


3252 


9 


AB029394 


AB029394 


Homo sapi 


5 


3040. 8 


96. 


7 


3104 


6 


AR564550 


AR564550 


Sequence 


6 


3035.8 


96.6 


3191 


6 


BD249136 


BD249136 


27 human 


7 


2682.2 


85. 


3 


2981 


6 


AX746794 


AX746794 


Sequence 


8 


2682.2 


85. 


3 


2981 


9 


AK091127 


AK091127 


Homo sapi 


9 


2476.4 


78. 


8 


2768 


6 


AX512887 


AX512887 


Sequence 


10 


2284.4 


72. 


7 


2286 


6 


CQ716130 


CQ716130 


Sequence 


11 


2283 


72. 


6 


2283 


6 


AR564551 


AR564551 


Sequence 


12 


2281 


72. 


6 


2281 


6 


AX528271 


AX528271 


Sequence 


13 


2228.4 


70. 


9 


2271 


6 


AX528269 


AX528269 


Sequence 


14 


1834.8 


58. 


4 


1838 


6 


BD157628 


BD157628 


Primer fo 


15 


1834.8 


58. 


4 


1838 


6 


AX879068 


AX879068 


Sequence 


16 


1834.8 


58. 


4 


1838 


9 


AK022349 


AK022349 


Homo sapi 


17 


1760 


56. 


0 


3159 


10 


BC025800 


BC025800 Mus muscu 


18 


1727.6 


55. 


0 


3046 


6 


AR564562 


AR564562 


Sequence 


19 


1727.6 


55. 


0 


3046 


6 


AR564565 


AR564565 


Sequence 


20 


1727.6 


55. 


0 


3046 


10 


MMRNASEMB 


X85991 M.musculus 


21 


1719.4 


54. 


7 


3123 


10 


BC081943 


BC081943 Rattus no 


22 


1340 


42. 


6 


164168 


9 


AL135927 


AL135927 


Human DNA 


23 


1340 


42. 


6 


164179 


9 


AC007227 


AC007227 


Homo sapi 


24 


696.6 


22. 


2 


775 


6 


BD146867 


BD146867 


Primer fo 


25 


696.6 


22. 


2 


775 


6 


AX866805 


AX866805 


Sequence 


26 


498 


15. 


8 


567 


6 


BD152367 


BD152367 


Primer fo 


27 


498 


15. 


8 


567 


6 


AX872305 


AX872305 


Sequence 


28 


494 


15.7 


1223 


6 


AX704742 


AX704742 


Sequence 


29 


486.6 


15. 


5 


166620 


10 


AC102388 


AC102388 Mus muscu 


30 


486.6 


15. 


5 


233316 


2 


AC145168 


AC145168 


Mus muscu 


31 


470 


15. 


0 


988 


6 


AX430331 


AX430331 


Sequence 


32 


439.6 


14. 


0 


230635 


2 


AC128319 


AC128319 


Rattus no 


33 


439.6 


14. 


0 


246036 


2 


AC097816 


AC097816 


Rattus no 


34 


439.6 


14. 


0 


289877 


2 


AC119762 


AC119762 


Rattus no 


35 


327.8 


10. 


4 


400 


6 


CQ666347 


CQ666347 


Sequence 


36 


327 


10. 


4 


2405 


6 


BD157650 


BD157650 


Primer fo 


37 


327 


10.4 


2405 


6 


AX879101 


AX879101 


Sequence 


38 


327 


10. 


4 


2405 


9 


AK022416 


AK022416 


Homo sapi 


39 


280.4 


8. 


9 


106784 


2 


AC136250 


AC136250 


Rattus no 


40 


263.6 


8. 


4 


2498 


6 


CQ774966 


CQ774966 


Sequence 


41 


263.6 


8. 


4 


3766 


6 


BD171175 


BD171175 


Novel gen 


42 


263.6 


8. 


4 


3766 


6 


BD183514 


BD183514 


Novel gen 


43 


263.6 


8. 


4 


3766 


9 


AB051532 


AB051532 


Homo sapi 


44 


263.6 


8. 


4 


3776 


6 


CQ774964 


CQ774964 


Sequence 


45 


263. 6 


8. 


4 


3781 


6 


AX376386 


AX376386 


Sequence 


46 


263.6 


8. 


4 


3781 


6 


AX697184 


AX697184 


Sequence 


47 


263.6 


8. 


4 


3781 


9 


AY358392 


AY358392 


Homo sapi 


48 


263.6 


8. 


4 


3807 


9 


AY445887 


AY445887 


Homo sapi 


49 


251.6 


8. 


0 


3528 


9 


AK026108 


AK026108 


Homo sapi 


50 


247 


7. 


9 


2808 


6 


CQ774962 


CQ774962 


Sequence 


51 


247 


7. 


9 


3765 


10 


AK173249 


AK173249 Mus muscu 


52 


246.6 


7. 


8 


2390 


6 


AX418422 


AX418422 


Sequence 


53 


246.6 


7. 


8 


2471 


6 


CQ722969 


CQ722969 


Sequence 


54 


238.2 


7. 


6 


2715 


5 


BC077964 


BC077964 


Xenopus 1 


55 


237. 8 


7. 


6 


3293 


6 


AX174731 


AX174731 


Sequence 


56 


236.6 


7. 


5 


2155 


6 


AX060303 


AX060303 


Sequence 


57 


236.6 


7. 


5 


2156 


6 


AX060313 


AX060313 


Sequence 


58 


236.6 


7. 


5 


2284 


6 


AX060305 


AX060305 


Sequence 


59 


236.6 


7. 


5 


2646 


6 


AX704763 


AX704763 


Sequence 


60 


236.6 


7. 


5 


3537 


9 


AY358842 


AY358842 


Homo sapi 



61 


236. 6 


7 . 


5 


3579 


6 


CQ868733 


CQ868733 Sequence 


62 


235 


7 . 


5 


3503 


10 


S79463 


S79463 M-Sema F=a 


63 


235 


7 . 


5 


4228 


6 


CQ868724 


CQ868724 Sequence 


64 


233. 6 


7 . 


4 


3776 


6 


BD171174 


BD171174 Novel gen 


65 


233. 6 


7 . 


4 


3776 


6 


BD183504 


BD183504 Novel gen 


66 


233.6 


7 . 


4 


3776 


9 


AB051526 


AB051526 Homo sapi 


67 


233.6 


7. 


4 


3782 


6 


CQ868727 


CQ868727 Sequence 


68 


233.2 


7 . 


4 


3868 


6 


AX528275 


AX528275 Sequence 


69 


230 


7. 


3 


2433 


6 


CQ777653 


CQ777653 Sequence 


70 


230 


7. 


3 


2433 


6 


AR266586 


AR266586 Sequence 


71 


230 


7. 


3 


2433 


10 


MMRNASEMC 


X85992 M.musculus 


72 


225.4 


7. 


2 


2558 


6 


AX528277 


AX528277 Sequence 


73 


225.4 


7. 


2 


3112 


6 


AX528279 


AX528279 Sequence 


74 


225.4 


7. 


2 


3752 


9 


HSM806571 


BX537671 Homo sapi 


75 


221 


7. 


0 


3874 


10 


AK173247 


AK173247 Mus muscu 


76 


216.2 


6. 


9 


224 


6 


AX330634 


AX330634 Sequence 


77 


216.2 


6. 


9 


224 


6 


AX330817 


AX330817 Sequence 


78 


200.8 


6.4 


2967 


9 


IR1955967 


AL390081 Homo sapi 


79 


189.6 


6. 


0 


8095 


6 


AX535046 


AX535046 Sequence 


80 


189.6 


6. 


0 


8144 


6 


AX644354 


AX644354 Sequence 


81 


153.4 


4 . 


9 


2589 


6 


AX695553 


AX695553 Sequence 


82 


153.4 


4. 


9 


4157 


6 


AR343060 


AR343060 Sequence 


83 


153.4 


4. 


9 


4157 


6 


AX695552 


AX695552 Sequence 


84 


153.4 


4. 


9 


4157 


6 


BD010283 


BD010283 Drug. 1/2 


85 


153.4 


4. 


9 


4157 


6 


BD092987 


BD092987 Screening 


86 


153.4 


4. 


9 


4157 


9 


HSU60800 


U60800 Human semap 


87 


153.4 


4. 


9 


4284 


9 


HSM808364 


BX648216 Homo sapi 


88 


153.4 


4. 


9 


4675 


9 


BC054500 


BC054500 Homo sapi 


89 


153.2 


4. 


9 


106784 


2 


AC136250 


AC136250 Rattus no 


90 


152.6 


4. 


9 


1712 


6 


AX780890 


AX780890 Sequence 


91 


152.6 


4 . 


9 


1712 


9 


AK026133 


AK026133 Homo sapi 


92 


148.2 


4 . 


7 


4304 


5 


BC078116 


BC078116 Xenopus 1 


93 


147 


4. 


7 


1024 


6 


AX675553 


AX675553 Sequence 


94 


143.6 


4 . 


6 


2586 


6 


AX695550 


AX695550 Sequence 


95 


143.6 


4. 


6 


2769 


6 


E16310 


E16310 Murine mRNA 


96 


143. 6 


4. 


6 


2769 


6 


AX695549 


AX695549 Sequence 


97 


143. 6 


4. 


6 


2769 


6 


BD010282 


BD010282 Drug. 1/2 


98 


143. 6 


4. 


6 


2769 


6 


BD092986 


BD092986 Screening 


99 


143. 6 


4. 


6 


2769 


10 


MMU69535 


U69535 Mus musculu 


100 


143. 6 


4. 


6 


4407 


10 


BC049780 


BC049780 Mus muscu 


101 


141 


4. 


5 


967 


6 


AX079880 


AX079880 Sequence 


102 


139.4 


4. 


4 


2907 


9 


BC017476 


BC017476 Homo sapi 


103 


139. 4 


4. 


4 


3523 


6 


CQ868731 


CQ868731 Sequence 


104 


139 


4. 


4 


2813 


6 


AX405622 


AX405622 Sequence 


105 


131. 4 


4. 


2 


3635 


10 


AF036585 


AF036585 Mus muscu 


106 


129. 6 


4. 


1 


2232 


6 


CQ717182 


CQ717182 Sequence 


107 


126 


4. 


0 


1801 


6 


AX195917 


AX195917 Sequence 


108 


126 


4. 


0 


1801 


9 


AF216389 


AF216389 Homo sapi 


109 


126 


4. 


0 


2058 


6 


CQ721152 


CQ721152 Sequence 


110 


126 


4. 


0 


2311 


6 


AX195927 


AX195927 Sequence 


111 


126 


4. 


0 


2311 


9 


AF293363 


AF2 93363 Homo sapi 


112 


126 


4. 


0 


3524 


6 


AR342566 


AR342566 Sequence 


113 


126 


4. 


0 


3524 


9 


AB022433 


AB022433 Homo sapi 


114 


126 


4. 


0 


3721 


6 


AR528723 


AR528723 Sequence 


115 


126 


4. 


0 


3721 


6 


AX454682 


AX454682 Sequence 


116 


126 


4 . 


0 


3721 


6 


AX464410 


AX464410 Sequence 


117 


126 


4. 


0 


3721 


6 


AX491160 


AX491160 Sequence 





118 


126 


4 . 


0 


3721 


9 


AY358939 


AY358939 Homo sapi 




119 


125 . 4 


4 . 


0 


3692 


6 


AR342565 


AR342565 Sequence 




120 


125 . 4 


4 . 


0 


3847 


10 


AB000776 


AB000776 Rattus no 




121 


121. 8 


3 . 


9 


2641 


9 


BC010701 


BC010701 Homo sapi 




122 


121. 8 


3 . 


9 


2811 


6 


CQ716147 


CQ716147 Sequence 




123 


121. 8 


3. 


9 


3791 


9 


AK091481 


AK091481 Homo sapi 




124 


121 . 8 


3. 


9 


4456 


6 


AX492978 


AX492978 Sequence 




125 


121 . 8 


3. 


9 


4559 


9 


AB040878 


AB040878 Homo sapi 




126 


121. 8 


3. 


9 


4725 


6 


AX574568 


AX574568 Sequence 




127 


121. 8 


3 . 


9 


4725 


9 


AY358124 


AY358124 Homo sapi 




128 


121. 8 


3. 


9 


6408 


6 


AX528273 


AX528273 Sequence 




129 


121. 4 


3. 


9 


2820 


6 


AR559565 


AR559565 Sequence 




130 


121.4 


3. 


9 


2820 


6 


AX305067 


AX305067 Sequence 




131 


121.4 


3. 


9 


2865 


6 


AR559564 


AR559564 Sequence 




132 


121.4 


3. 


9 


2865 


6 


AX305065 


AX305065 Sequence 




133 


121 . 4 


3. 


9 


3105 


6 


AR559560 


AR559560 Sequence 




134 


121.4 


3. 


9 


3105 


6 


AX305057 


AX305057 Sequence 




135 


121.4 


3. 


9 


3150 


6 


AR559558 


AR559558 Sequence 




136 


121. 4 


3. 


9 


3150 


6 


AX305053 


AX305053 Sequence 




137 


121.4 


3. 


9 


3237 


6 


AR559561 


AR559561 Sequence 




138 


121.4 


3. 


9 


3237 


6 


AX305059 


AX305059 Sequence 




139 


121.4 


3. 


9 


3282 


6 


AR559559 


AR559559 Sequence 




140 


121.4 


3. 


9 


3282 


6 


AX305055 


AX305055 Sequence 




141 


121.4 


3. 


9 


3411 


6 


AR559563 


AR559563 Sequence 




142 


121.4 


3. 


9 


3411 


6 


AX305063 


AX305063 Sequence 




143 


121.4 


3. 


9 


3456 


6 


AR559562 


AR559562 Sequence 




144 


121.4 


3. 


9 


3456 


6 


AX305061 


AX305061 Sequence 




145 


121. 4 


3. 


9 


4074 


6 


AR559566 


AR559566 Sequence 




146 


121 . 4 


3. 


9 


4074 


6 


AX305069 


AX305069 Sequence 




147 


120.2 


3. 


8 


4144 


6 


BD270048 


BD270048 Secreted 




148 


120.2 


3. 


8 


4494 


9 


BC077726 


BC077726 Homo sapi 




149 


116.8 


3. 


7 


4350 


5 


BC061707 


BC061707 Danio rer 




150 


115. 8 


3. 


7 


3018 


10 


AF288666 


AF288666 Mus muscu 




151 


114.4 


3. 


6 


2675 


6 


CQ869696 


CQ869696 Sequence 




152 


114.4 


3. 


6 


2770 


10 


AF030430 


AF030430 Mus muscu 




153 


114 . 4 


3. 


6 


4139 


10 


BC062979 


BC062979 Mus muscu 




154 


114 . 4 


3. 


6 


4702 


10 


BC059238 


BC059238 Mus muscu 




155 


113. 8 


3. 


6 


4008 


10 


AB002563 


AB002563 Rattus no 




156 


113 


3. 


6 


4310 


10 


AF134918 


AF134918 Mus muscu 




157 


113 


3. 


6 


4326 


10 


BC049183 


BC049183 Mus muscu 




158 


112 . 8 


3. 


6 


2271 


5 


AB072930 


AB072930 Gallus ga 




159 


112.2 


3. 


6 


2650 


5 


BC078280 


BC078280 Danio rer 




160 


112 . 2 


3. 


6 


2993 


5 


AF073289 


AF073289 Danio rer 




161 


111 


3 . 


5 


2948 


9 


BC038411 


BC038411 Homo sapi 




162 


111 


3. 


5 


2971 


6 


AX136143 


AX136143 Sequence 




163 


111 


3. 


5 


2971 


6 


BD123524 


BD123524 Secretory 




164 


111 


3. 


5 


2971 


9 


AK075384 


AK075384 Homo sapi 




165 


111 


3. 


5 


4293 


9 


HSM801526 


AL136552 Homo sapi 


c 


166 


110 


3. 


5 


344 


6 


AX400975 


AX400975 Sequence 


c 


167 


107 . 8 


3. 


4 


557 


6 


BD152451 


BD152451 Primer fo 


c 


168 


107 . 8 


. 3. 


4 


557 


6 


AX872389 


AX872389 Sequence 




169 


107. 6 


3. 


4 


2408 


9 


BC017658 


BC017658 Homo sapi 




170 


106.8 


3. 


4 


2606 


6 


CQ868729 


CQ868729 Sequence 




171 


106.2 


3. 


4 


606 


5 


AF461179 


AF461179 Xenopus 1 


c 


172 


106 


3. 


4 


106 


11 


G19685 


G19685 human STS A 




173 


106 


3. 


4 


2843 


10 


AB013729 


AB013729 Mus muscu 




174 


106 


3. 


4 


3555 


10 


AF363973 


AF363973 Mus muscu 



175 


105. 4 


3 . 


4 


2094 


6 


AR559570 


AR559570 Sequence 


176 


105. 4 


3 . 


4 


2094 


6 


AX305076 


AX305076 Sequence 


177 


105 . 4 


3 . 


4 


2517 


6 


AR559572 


AR559572 Sequence 


178 


105. 4 


3 . 


4 


2517 


6 


AX305080 


AX305080 Sequence 


179 


105.4 


3. 


4 


2598 


6 


AR559574 


AR559574 Sequence 


180 


105.4 


3 . 


4 


2598 


6 


AX305084 


AX305084 Sequence 


181 


105. 4 


3 . 


4 


2951 


6 


AR559583 


AR559583 Sequence 


182 


105. 4 


3. 


4 


2951 


6 


AX305102 


AX305102 Sequence 


183 


105.4 


3. 


4 


4726 


9 


BC051030 


BC051030 Homo sapi 


184 


104.4 


3. 


3 


3192 


10 


AB014074 


AB014074 Rattus no 


185 


104.4 


3. 


3 


3288 


10 


AB000817 


AB000817 Rattus no 


186 


102.8 


3. 


3 


2337 


6 


AX155172 


AX155172 Sequence 


187 


102.6 


3. 


3 


2354 


10 


AF038652 


AF038652 Mus muscu 


188 


102.6 


3. 


3 


3062 


10 


AK129459 


AK129459 Mus muscu 


189 


102. 6 


3. 


3 


4002 


10 


AB021291 


AB021291 Mus muscu 


190 


102. 4 


3. 


3 


2109 


6 


AR559569 


AR559569 Sequence 


191 


102.4 


3. 


3 


2109 


6 


AX305074 


AX305074 Sequence 


192 


102.4 


3. 


3 


2532 


6 


AR559571 


AR559571 Sequence 


193 


102.4 


3. 


3 


2532 


6 


AX305078 


AX305078 Sequence 


194 


102.4 


3. 


3 


2575 


6 


AR541792 


AR541792 Sequence 


195 


102.4 


3. 


3 


2613 


6 


AR559573 


AR559573 Sequence 


196 


102.4 


3. 


3 


2613 


6 


AX305082 


AX305082 Sequence 


197 


102 . 4 


3 . 


3 


4094 


9 


AB046839 


AB046839 Homo sapi 


198 


102 


3. 


2 


1890 


6 


BD274951 


BD274951 POLYNUCLE 


199 


102 


3. 


2 


1890 


6 


AR474080 


AR474 080 Sequence 


200 


102 


3. 


2 


2278 


6 


AR448304 


AR448304 Sequence 


201 


102 


3. 


2 


2585 


6 


CQ720350 


CQ720350 Sequence 


202 


102 


3. 


2 


2981 


6 


CQ720351 


CQ720351 Sequence 


203 


102 


3. 


2 


3093 


6 


AX026741 


AX026741 Sequence 


204 


102 


3. 


2 


3333 


6 


BD274939 


BD274 939 POLYNUCLE 


205 


102 


3. 


2 


3333 


6 


AR474068 


AR474068 Sequence 


206 


102 


3. 


2 


3498 


6 


BD274938 


BD274938 POLYNUCLE 


207 


102 


3. 


2 


3498 


6 


AR474067 


AR474067 Sequence 


208 


102 


3. 


2 


3550 


6 


BD190797 


BD190797 Secreted 


209 


102 


3. 


2 


3550 


6 


AX099520 


AX099520 Sequence 


210 


102 


3. 


2 


3862 


6 


AX026746 


AX026746 Sequence 


211 


102 


3 . 


2 


3862 


9 


AF279656 


AF279656 Homo sapi 


212 


102 


3. 


2 


4250 


6 


AX926617 


AX926617 Sequence 


213 


102 


3. 


2 


4250 


6 


AX926666 


AX926666 Sequence 


214 


102 


3. 


2 


4250 


9 


AB037789 


AB037789 Homo sapi 


215 


102 


3. 


2 


4280 


6 


AR542082 


AR542082 Sequence 


216 


102 


3. 


2 


4612 


6 


CQ869699 


CQ869699 Sequence 


217 


102 


3. 


2 


6060 


6 


BD160721 


BD160721 Primer fo 


218 


102 


3. 


2 


6060 


6 


AX884099 


AX884099 Sequence 


219 


102 


3. 


2 


6060 


9 


AK027867 


AK027867 Homo sapi 


220 


100.2 


3 . 


2 


3730 


9 


AF339152 


AF339152 Homo sapi 


221 


100.2 


3. 


2 


3826 


9 


AF339154 


AF339154 Homo sapi 


222 


100.2 


3 . 


2 


5261 


9 


AB058772 


AB058772 Homo sapi 


223 


99. 8 


3. 


2 


2997 


10 


AB091533 


AB091533 Mus muscu 


224 


99. 8 


3 . 


2 


3093 


10 


AB091534 


AB091534 Mus muscu 


225 


99. 8 


3. 


2 


3165 


10 


AB091535 


AB091535 Mus muscu 


226 


99.8 


3. 


2 


3222 


10 


AB091536 


AB091536 Mus muscu 


227 


99.8 


3. 


2 


3792 


10 


HSSEMG 


X97818 M.musculus 


228 


99.8 


3. 


2 


4658 


10 


BC052397 


BC052397 Mus muscu 


229 


99.8 


3. 


2 


5596 


10 


BC060680 


BC060680 Mus muscu 


230 


99.8 


3. 


2 


6161 


10 


AK122515 


AK122515 Mus muscu 


231 


99.8 


3. 


2 


6330 


10 


AB091532 


AB091532 Mus muscu 



232 


99 


3. 


1 


2893 


6 


BD177663 


BD177663 SBSEMN1 p 


233 


99 


3. 


1 


2893 


6 


E35443 


E35443 SBSEMN1 pol 


234 


99 


3. 


1 


2893 


6 


AX003081 


AX003081 Sequence 


235 


99 


3. 


1 


2894 


6 


BD177664 


BD177664 SBSEMN1 p 


236 


99 


3. 


1 


2894 


6 


E35444 


E35444 SBSEMN1 pol 


237 


99 


3. 


1 


2894 


6 


AX003083 


AX003083 Sequence 


238 


98.6 


3. 


1 


1797 


6 


AR559578 


AR559578 Sequence 


239 


98.6 


3. 


1 


1797 


6 


AX305092 


AX305092 Sequence 


240 


98.6 


3. 


1 


2220 


6 


AR559580 


AR559580 Sequence 


241 


98.6 


3. 


1 


2220 


6 


AX305096 


AX305096 Sequence 


242 


98.6 


3. 


1 


2301 


6 


AR559582 


AR559582 Sequence 


243 


98.6 


3. 


1 


2301 


6 


AX305100 


AX305100 Sequence 


244 


98.6 


3. 


1 


2790 


6 


AR322399 


AR322399 Sequence 


245 


98.6 


3. 


1 


3407 


9 


AB022434 


AB022434 Homo sapi 


246 


98.6 


3. 


1 


3432 


6 


AR322398 


AR322398 Sequence 


247 


95. 6 


3. 


0 


1812 


6 


AR559577 


AR559577 Sequence 


248 


95.6 


3. 


0 


1812 


6 


AX305090 


AX305090 Sequence 


249 


95.6 


3. 


0 


2235 


6 


AR559579 


AR559579 Sequence 


250 


95.6 


3. 


0 


2235 


6 


AX305094 


AX305094 Sequence 


251 


95.6 


3. 


0 


2316 


6 


AR559581 


AR559581 Sequence 


252 


95.6 


3. 


0 


2316 


6 


AX305098 


AX305098 Sequence 


253 


95 


3. 


0 


4830 


5 


BC059288 


BC059288 Xenopus 1 


254 


93.2 


3. 


0 


4259 


10 


BC065137 


BC065137 Mus muscu 


255 


93.2 


3. 


0 


4540 


10 


AK129018 


AK129018 Mus muscu 


256 


92 


2. 


9 


1173 


6 


CQ860139 


CQ860139 Sequence 


257 


91.8 


2. 


9 


2557 


9 


BC062984 


BC062984 Homo sapi 


258 


91.6 


2. 


9 


3949 


10 


MMSEMF 


X97817 M.musculus 


259 


91.2 


2. 


9 


4982 


6 


AX780545 


AX780545 Sequence 


260 


90.2 


2. 


9 


2505 


9 


AK000376 


AK000376 Homo sapi 


261 


89.8 


2. 


9 


2787 


6 


AR322397 


AR322397 Sequence 


262 


89.8 


2. 


9 


3195 


6 


AR322396 


AR322396 Sequence 


263 


89.4 


2. 


8 


978 


6 


CQ731229 


CQ731229 Sequence 


264 


88.8 


2. 


8 


2800 


9 


BC024220 


BC024220 Homo sapi 


265 


88.8 


2. 


8 


2816 


9 


BC013975 


BC013975 Homo sapi 


266 


88 


2. 


8 


557 


6 


CQ832364 


CQ832364 Sequence 


267 


86.4 


2. 


7 


4460 


10 


BC054532 


BC054532 Mus muscu 


268 


86.2 


2. 


7 


1419 


6 


AX364922 


AX364922 Sequence 


269 


84.6 


2. 


7 


807 


5 


CR391534 


CR391534 Gallus ga 


270 


84.6 


2. 


7 


2300 


9 


AB083186 


AB083186 Homo sapi 


271 


84.2 


2. 


7 


4286 


6 


AR447980 


AR447980 Sequence 


272 


83 


2. 


6 


2919 


6 


CQ716390 


CQ716390 Sequence 


273 


83 


2. 


6 


2919 


6 


AX743094 


AX743094 Sequence 


274 


83 


2. 


6 


2919 


9 


HSU28369 


U28369 Homo sapien 


275 


81.6 


2. 


6 


2765 


9 


BC009113 


BC009113 Homo sapi 


276 


81.4 


2. 


6 


2319 


10 


MUSCOSE 


L41541 Mus musculu 


277 


81.4 


2. 


6 


2672 


9 


AB021292 


AB021292 Homo sapi 


278 


81.4 


2. 


6 


4013 


10 


BC057588 


BC057588 Mus muscu 


279 


81.4 


2. 


6 


5952 


10 


MUSC1 


D85028 Mus musculu 


280 


81.2 


2. 


6 


3148 


5 


AF086761 


AF086761 Danio rer 


c 281 


80.4 


2. 


6 


601 


11 


BV179579 


BV179579 sqnml0593 


282 


80.2 


2. 


6 


3780 


6 


CQ592026 


CQ592026 Sequence 


283 


79.8 


2. 


5 


2813 


9 


AF217991 


AF217991 Homo sapi 


284 


79.8 


2. 


5 


2913 


10 


MMRNASEMD 


X85993 M.musculus 


285 


79.6 


2. 


5 


2349 


6 


AX253547 


AX253547 Sequence 


286 


79.6 


2. 


5 


2628 


6 


AX253545 


AX253545 Sequence 


287 


79.6 


2. 


5 


3568 


6 


AX253549 


AX253549 Sequence 


288 


79.6 


2. 


5 


4469 


9 


AK024425 


AK024425 Homo sapi 



289 


79.6 


2 . 5 


4700 


9 


AB029496 


AB029496 Homo sapi 


290 


79. 6 


2.5 


4859 


6 


BD242858 


BD242858 Secreted 


291 


79.4 


2.5 


2256 


6 


CQ721836 


CQ721836 Sequence 


292 


78. 6 


2.5 


3560 


6 


AR040601 


AR040601 Sequence 


293 


78 . 6 


2 . 5 


3560 


6 


147057 


147057 Sequence 59 


294 


78.6 


2.5 


8024 


3 


DRODSEM 


L26082 Drosophila 


295 


78.2 


2.5 


1923 


6 


AR411150 


AR411150 Sequence 


296 


78.2 


2.5 


2319 


10 


RNSIIICN1 


X95286 R.norvegicu 


297 


78.2 


2.5 


3261 


6 


AR411149 


AR411149 Sequence 


298 


78.2 


2.5 


3694 


6 


AR411148 


AR411148 Sequence 


299 


78 


2.5 


1491 


6 


AR559568 


AR559568 Sequence 


300 


78 


2.5 


1491 


6 


AX305072 


AX305072 Sequence 


301 


77.8 


2.5 


151951 


2 


AC084300 


AC084300 Homo sapi 


c 302 


77.8 


2.5 


153459 


2 


AC011116 


AC011116 Homo sapi 


303 


77.8 


2.5 


154667 


9 


AC078794 


AC078794 Homo sapi 


304 


77.8 


2.5 


303396 


2 


AC092975 


AC092975 Homo sapi 


305 


76.6 


2.4 


862 


6 


BD145714 


BD145714 Primer fo 


306 


76.6 


2.4 


862 


6 


AX865652 


AX865652 Sequence 


307 


76.6 


2.4 


1588 


6 


BD157304 


BD157304 Primer fo 


308 


76.6 


2.4 


1588 


6 


AX878565 


AX878565 Sequence 


309 


76.6 


2.4 


1588 


9 


AK021660 


AK021660 Homo sapi 


310 


76.6 


2.4 


1896 


6 


AX685965 


AX685965 Sequence 


311 


76.6 


2.4 


2191 


6 


AX685969 


AX685969 Sequence 


312 


76.6 


2.4 


2290 


9 


AF389426 


AF389426 Homo sapi 


313 


76.6 


2.4 


2359 


6 


AX685973 


AX685973 Sequence 


314 


76.6 


2.4 


3196 


6 


AX685971. 


AX685971 Sequence 


315 


76.6 


2.4 


3205 


6 


AX685967 


AX685967 Sequence 


316 


76.6 


2.4 


3364 


6 


AX685975 


AX685975 Sequence 


317 


76.6 


2.4 


4234 


6 


AX492975 


AX492975 Sequence 


318 


76.6 


2.4 


5886 


9 


AF389427 


AF389427 Homo sapi 


319 


76.6 


2.4 


5924 


9 


AB040912 


AB040912 Homo sapi 


320 


76.6 


2.4 


5925 


9 


AF389430 


AF389430 Homo sapi 


321 


76.6 


2.4 


5943 


9 


AF389428 


AF38942 8 Homo sapi 


322 


76.6 


2.4 


6111 


9 


AF389429 


AF389429 Homo sapi 


323 


76.2 


2.4 


2340 


6 


CQ730744 


CQ730744 Sequence 


324 


76.2 


2.4 


2340 


6 


AX155170 


AX155170 Sequence 


325 


75.6 


2.4 


154456 


2 


AC126320 


AC126320 Mus muscu 


326 


75.2 


2.4 


1998 


10 


MUSSEMAIII 


L40484 Mus musculu 


327 


74 


2.4 


2337 


5 


AF083382 


AF083382 Danio rer 


c 328 


74 


2.4 


250257 


2 


AC097828 


AC097828 Rattus no 


329 


72.4 


2.3 


2132 


9 


AF258577 


AF258577 Homo sapi 


330 


71. 6 


2.3 


1330 


5 


CR352446 


CR352446 Gallus ga 


331 


71.6 


2.3 


1937 


5 


BC045964 


BC045964 Danio rer 


332 


71.4 


2.3 


7127 


6 


CQ726090 


CQ726090 Sequence 


333 


71.4 


2.3 


8056 


9 


HSU52840 


U52840 Homo sapien 


334 


71.2 


2.3 


1194 


6 


AR559576 


AR559576 Sequence 


335 


71.2 


2 . 3 


1194 


6 


AX305088 


AX305088 Sequence 


336 


70.4 


2.2 


2265 


10 


AF080091 


AF080091 Mus muscu 


337 


70.4 


2.2 


3943 


10 


BC057048 


BC057048 Mus muscu 


338 


69. 8 


2.2 


2616 


3 


DRODSEMA 


L26083 Drosophila 


339 


69. 8 


2.2 


2628 


3 


AY095026 


AY095026 Drosophil 


340 


69. 8 


2.2 


2661 


6 


CQ600060 


CQ600060 Sequence 


341 


69.8 


2.2 


2670 


6 


AR040602 


AR040602 Sequence 


342 


69.8 


2.2 


2670 


6 


147058 


147058 Sequence 61 


343 


69.8 


2.2 


2746 


6 


CQ581481 


CQ581481 Sequence 


344 


69.8 


2.2 


3443 


3 


AY128437 


AY128437 Drosophil 


345 


69.8 


2.2 


3546 


3 


BT011447 


BT011447 Drosophil 



346 


69. 8 


2 . 


2 


18445 


6 


CQ581480 


CQ581480 Sequence 


347 


69. 8 


2 . 


2 


18459 


6 


CQ600059 


CQ600059 Sequence 


348 


69. 8 


2. 


2 


59880 


3 


AC005647 


AC005647 Drosophil 


349 


69. 8 


2. 


2 


143450 


2 


AC017124 


AC017124 Drosophil 


350 


69.8 


2. 


2 


185425 


3 


AC099027 


AC099027 Drosophil 


351 


69. 8 


2. 


2 


271179 


3 


AE003806 


AE003806 Drosophil 


352 


69.2 


2. 


2 


718 


5 


AY744920 


AY744920 Petromyzo 


353 


68. 8 


2. 


2 


2499 


10 


BC010976 


BC010976 Mus muscu 


354 


66.6 


2. 


1 


916 


10 


AF036162 


AF036162 Mus muscu 


355 


66.4 


2. 


1 


179362 


2 


CR762413 


CR762413 Danio rer 


356 


66.2 


2. 


1 


233499 


10 


AC110236 


AC110236 Mus muscu 


357 


66.2 


2. 


1 


278713 


2 


AC113289 


AC113289 Mus muscu 


358 


65.8 


2. 


1 


1851 


6 


CQ580833 


CQ580833 Sequence 


359 


65.8 


2. 


1 


185236 


2 


AC113686 


AC113686 Rattus no 


360 


65.8 


2. 


1 


267077 


2 


AC106340 


AC106340 Rattus no 


361 


65.2 


2. 


1 


648 


6 


AR559567 


AR559567 Sequence 


362 


65.2 


2. 


1 


648 


6 


AX305070 


AX305070 Sequence 


363 


65.2 


2. 


1 


4117 


10 


AK173219 


AK173219 Mus muscu 


364 


65 


2. 


1 


2715 


5 


GGU28240 


U28240 Gallus gall 


365 


64.8 


2. 


1 


192039 


5 


BX322793 


BX322793 Zebrafish 


366 


64.6 


2. 


1 


222420 


5 


BX005234 


BX005234 Zebrafish 


367 


64.2 


2. 


0 


4122 


3 


AF007158 


AF007158 Drosophil 


368 


64.2 


2. 


0 


4254 


6 


CQ586155 


CQ586155 Sequence 


369 


64.2 


2. 


0 


4270 


3 


AF181625 


AF181625 Drosophil 


370 


64.2 


2. 


0 


12646 


6 


CQ586154 


CQ586154 Sequence 


371 


64.2 


2. 


0 


177816 


2 


AC017643 


AC017643 Drosophil 


372 


64.2 


2. 


0 


194897 


3 


AC007697 


AC007697 Drosophil 


373 


64.2 


2. 


0 


246095 


3 


AE003802 


AE003802 Drosophil 


374 


63. 8 


2. 


0 


2509 


6 


CQ716140 


CQ716140 Sequence 


375 


63.8 


2. 


0 


2530 


6 


CQ812254 


CQ812254 Sequence 


376 


63.8 


2. 


0 


2530 


6 


AX743092 


AX743092 Sequence 


377 


63.8 


2. 


0 


2530 


6 


BD084822 


BD084822 Diagnosis 


378 


63.8 


2. 


0 


2530 


9 


HUMHSEM 


L26081 Homo sapien 


379 


63.8 


2. 


0 


2530 


11 


G31703 


G31703 SWSS1973 Er 


380 


63.8 


2. 


0 


2601 


6 


AR040598 


AR040598 Sequence 


381 


63.8 


2. 


0 


2601 


6 


147054 


147054 Sequence 53 


382 


63.8 


2. 


0 


2709 


6 


AX207154 


AX207154 Sequence 


383 


63. 6 


2. 


0 


2851 


3 


SCAFAS4X 


L00709 Schistocerc 


384 


63 


2. 


0 


804 


5 


AB167389 


AB167389 Oryzias 1 


385 


63 


2 . 


0 


999 


5 


BX931974 


BX931974 Gallus ga 


386 


62.8 


2. 


0 


3435 


10 


AF363972 


AF363972 Mus muscu 


387 


62.6 


2. 


0 


2843 


5 


BC070859 


BC070859 Xenopus 1 


388 


62 . 6 


2 . 


0 


7218 


6 


166494 


166494 Sequence 14 


389 


62 


2. 


0 


2854 


6 


AR040600 


AR040600 Sequence 


390 


62 


2. 


0 


2854 


6 


147056 


147056 Sequence 57 


391 


61. 6 


2. 


0 


3416 


5 


BC076684 


BC076684 Xenopus t 


392 


61.2 


1. 


9 


662 


6 


BD150362 


BD150362 Primer fo 


393 


61.2 


1. 


9 


662 


6 


AX870300 


AX870300 Sequence 


394 


61 


1. 


9 


3172 


10 


AF363971 


AF363971 Rattus no 


395 


60.8 


1. 


9 


2000 


6 


AX655393 


AX655393 Sequence 


396 


60.2 


1. 


9 


2325 


5 


AY030051 


AY030051 Xenopus 1 


397 


60 


1 . 


9 


60 


6 


CQ546209 


CQ546209 Sequence 


398 


59.8 


1. 


9 


7832 


6 


CQ580832 


CQ580832 Sequence 


399 


59.8 


1. 


9 


79660 


3 


AC004249 


.AC004249 Drosophil 


400 


59.8 


1. 


9 


179332 


2 


CR354550 


CR354550 Danio rer 


401 


59.8 


1. 


9 


230310 


2 


AC120079 


AC120079 Rattus no 


402 


59.8 


1. 


9 


258223 


3 


AE003807 


AE003807 Drosophil 



c 


403 


59.4 


1. 


9 


180238 


2 


AC073688 


AC073688 Mus muscu 


c 


404 


59. 4 


1. 


9 


222610 


10 


AC026385 


AC026385 Mus muscu 




405 


59 


1. 


9 


2383 


10 


AF080090 


AF080090 Mus muscu 


c 


406 


59 


1. 


9 


125020 


9 


AF429315 


AF429315 Homo sapi 




407 


58. 8 


1. 


9 


3263 


5 


GGU02528 


U02528 Gallus gall 




408 


58.4 


1. 


9 


351 


6 


AR559575 


AR559575 Sequence 




409 


58. 4 


1. 


9 


351 


6 


AX305086 


AX305086 Sequence 




410 


58.4 


1. 


9 


2872 


10 


MMRNASEMA 


X85990 M.musculus 


c 


411 


58.2 


1. 


9 


107568 


2 


AC144398 


AC144398 Rattus no 




412 


58 


1. 


8 


39780 


6 


AX695548 


AX695548 Sequence 


c 


413 


58 


1. 


8 


181823 


10 


AC126547 


AC126547 Mus muscu 




414 


57. 6 


1. 


8 


3552 


6 


CQ861392 


CQ861392 Sequence 




415 


57. 6 


1. 


8 


3552 


9 


HSU38276 


U38276 Human semap 




416 


57.4 


1. 


8 


2816 


5 


BC057717 


BC057717 Xenopus 1 


c 


417 


57.4 


1. 


8 


193329 


2 


CR749746 


CR749746 Danio rer 


c 


418 


57.4 


1. 


8 


213792 


2 


BX927177 


BX927177 Danio rer 




419 


57 


1. 


8 


125020 


9 


AF429315 


AF429315 Homo sapi 




420 


56.8 


1. 


8 


2195 


9 


BC044602 


BC044 602 Homo sapi 




421 


56.6 


1. 


8 


48244 


6 


AX695551 


AX695551 Sequence 


c 


422 


56.6 


1. 


8 


52064 


9 


AL929575 


AL929575 Human DNA 


c 


423 


56.6 


1. 


8 


110000 


2 


BX572642 4 


Continuation (5 of 




424 


55.8 


1. 


8 


211297 


5 


AL935286 


AL935286 Zebrafish 


c 


425 


55.8 


1. 


8 


232735 


2 


AC115240 


AC115240 Rattus no 




426 


55.8 


1. 


8 


273754 


2 


AC120615 


AC120615 Rattus no 




427 


55.6 


1. 


8 


273 


6 


AX312904 


AX312904 Sequence 




428 


55.6 


1. 


8 


10385 


6 


CQ868726 


CQ868726 Sequence 


c 


429 


55.6 


1. 


8 


199721 


9 


AC092636 


AC092636 Homo sapi 




430 


55.4 


1. 


8 


886 


5 


GGU28242 


U28242 Gallus gall 




431 


55.2 


1. 


8 


3706 


9 


AF339153 


AF339153 Homo sapi 


c 


432 


55.2 


1. 


8 


181162 


5 


AC144487 


AC144487 Gasterost 


c 


433 


55 


1. 


7 


102042 


2 


AC150097 


AC150097 Gallus ga 


c 


434 


55 


1. 


7 


116621 


2 


AC150102 


AC150102 Gallus ga 




435 


55 


1. 


7 


166376 


2 


AC150119 


AC150119 Gallus ga 


c 


436 


55 


1. 


7 


186553 


2 


AC150177 


AC150177 Gallus ga 


c 


437 


55 


1. 


7 


252109 


2 


AC150037 


AC150037 Gallus ga 




438 


55 


1. 


7 


254439 


2 


AC150047 


AC150047 Gallus ga 


c 


439 


54.4 


1. 


7 


2000 


6 


AX655393 


AX655393 Sequence 


c 


440 


54.2 


1. 


7 


1654 


6 


AR496855 


AR4 96855 Sequence 


c 


441 


54.2 


1. 


7 


1654 


6 


AR512137 


AR512137 Sequence 




442 


54.2 


1. 


7 


50517 


2 


BX957261_3 


Continuation (4 of 




443 


54.2 


1. 


7 


106104 


5 


BX950190 


BX950190 Zebrafish 




444 


54.2 


1. 


7 


110000 


2 


BX957261 2 


Continuation {3 of 




445 


54.2 


1. 


7 


163513 


2 


CR450694 


CR450694 Danio rer 




446 


54.2 


1. 


7 


184499 


5 


BX005201 


BX005201 Zebrafish 




447 


53.2 


1. 


7 


1224 


6 


AR495332 


AR495332 Sequence 




448 


53.2 


1. 


7 


1224 


6 


AR510614 


AR510614 Sequence 


c 


449 


53 


1. 


7 


195962 


2 


AC058820 


AC058820 Homo sapi 


c 


450 


53 


1. 


7 


202381 


9 


AC091167 


AC091167 Homo sapi 




451 


52.6 


1. 


7 


2328 


6 


CQ768868 


CQ7 68868 Sequence 




452 


52. 6 


1. 


7 


2328 


10 


MMSEMH 


Z80941 M.musculus 




453 


52. 6 


1. 


7 


2898 


10 


AF034744 


AF034744 Mus muscu 




454 


52.6 


1 . 


7 


2935 


10 


BC057956 


BC057956 Mus muscu 




455 


52.6 


1. 


7 


3737 


10 


AK129116 


AK129116 Mus muscu 




456 


52.6 


1. 


7 


3982 


6 


CQ768869 


CQ7 68869 Sequence 




457 


52. 6 


1. 


7 


4460 


6 


CQ768867 


CQ768867 Sequence 




458 


52.4 


1. 


7 


906 


5 


AY744921 


AY744 921 Petromyzo 




459 


52.4 


1. 


7 


10241 


6 


CQ868723 


CQ868723 Sequence 



460 


52.4 


1. 


7 


166182 


10 


AC084391 


AC084391 Mus muscu 


461 


52.2 


1. 


7 


443 


6 


CQ098976 


CQ098976 Sequence 


462 


52.2 


1. 


7 


443 


6 


CQ137898 


CQ137898 Sequence 


463 


52.2 


1. 


7 


443 


6 


CQ175119 


CQ175119 Sequence 


464 


52.2 


1. 


7 


443 


6 


CQ221268 


CQ221268 Sequence 


465 


52.2 


1. 


7 


443 


6 


CQ259393 


CQ259393 Sequence 


466 


52.2 


1. 


7 


443 


6 


CQ297084 


CQ297084 Sequence 


467 


52.2 


1. 


7 


443 


6 


CQ333463 


CQ333463 Sequence 


468 


52.2 


1. 


7 


4334 


3 


AF198084 


AF198084 Drosophil 


469 


52.2 


1. 


7 


140415 


5 


CR392037 


CR392037 Zebrafish 


470 


52.2 


1. 


7 


188534 


9 


AC022446 


AC022446 Homo sapi 


471 


52.2 


1. 


7 


197839 


2 


CR749771 


CR749771 Danio rer 


472 


52.2 


1. 


7 


230976 


2 


BX927201 


BX927201 Danio rer 


473 


52.2 


1. 


7 


235141 


9 


AC004615 


AC004615 Homo sapi 


474 


51.8 


1. 


6 


2879 


5 


AF124485 


AF124485 Danio rer 


475 


51.6 


1. 


6 


4126 


3 


BT009966 


BT009966 Drosophil 


476 


51.6 


1. 


6 


4340 


6 


CQ584163 


CQ584163 Sequence 


477 


51.4 


1. 


6 


1464 


5 


CR353284 


CR353284 Gallus ga 


478 


51.4 


1. 


6 


163958 


2 


BX324005 


BX324005 Danio rer 


479 


51.4 


1. 


6 


208909 


5 


BX004975 


BX004975 Zebrafish 


480 


51.2 


1. 


6 


274 


6 


CQ112031 


CQ112031 Sequence 


481 


51.2 


1. 


6 


274 


6 


CQ150841 


CQ150841 Sequence 


482 


51.2 


1. 


6 


274 


6 


CQ184978 


CQ184978 Sequence 


483 


51.2 


1. 


6 


274 


6 


CQ234180 


CQ234180 Sequence 


484 


51.2 


1. 


6 


274 


6 


CQ271905 


CQ271905 Sequence 


485 


51.2 


1. 


6 


274 


6 


CQ309506 


CQ309506 Sequence 


486 


51.2 


1. 


6 


274 


6 


CQ346133 


CQ34 6133 Sequence 


487 


51 


1. 


6 


505 


6 


CQ832389 


CQ832389 Sequence 


488 


51 


1. 


6 


890 


10 


AF268594 


AF268594 Rattus no 


489 


51 


1. 


6 


2514 


6 


CQ716402 


CQ716402 Sequence 


490 


51 


1. 


6 


2719 


6 


AX743100 


AX743100 Sequence 


491 


51 


1. 


6 


2719 


9 


HSU33920 


U33920 Human clone 


492 


51 


1. 


6 


3540 


9 


BC042914 


BC042914 Homo sapi 


493 


50.8 


1. 


6 


2878 


10 


AK129362 


AK129362 Mus muscu 


494 


50.8 


1. 


6 


228902 


2 


AC098116 


AC098116 Rattus no 


495 


50.8 


1. 


6 


235551 


2 


AC130518 


AC130518 Rattus no 


496 


50.6 


1. 


6 


273403 


9 


AC011498 


AC011498 Homo sapi 


497 


50.2 


1. 


6 


2452 


3 


TCATSEM 


L26080 Tribolium c 


498 


50.2 


1. 


6 


2504 


6 


AR040603 


AR040603 Sequence 


499 


50.2 


1. 


6 


2504 


6 


147059 


147059 Sequence 63 


500 


50 


1. 


6 


2400 


6 


CQ729847 


CQ729847 Sequence 


501 


50 


1. 


6 


2400 


9 


AB022317 


AB022317 Homo sapi 


502 


50 


1. 


6 


2507 


9 


BC018361 


BC018361 Homo sapi 


503 


49.4 


1. 


6 


2331 


6 


E27342 


E27342 Novel polyp 


504 


49.4 


1. 


6 


3871 


6 


AX376280 


AX376280 Sequence 


505 


49.4 


1. 


6 


3871 


6 


AX697241 


AX697241 Sequence 


506 


49.4 


1. 


6 


3871 


9 


AY358937 


AY358937 Homo sapi 


507 


49.4 


1. 


6 


3880 


6 


E27343 


E27343 Novel polyp 


508 


49.2 


1. 


6 


157502 


5 


AC144486 


AC144486 Gasterost 


509 


48.6 


1. 


5 


4041 


5 


BC080392 


BC080392 Xenopus 1 


510 


48.4 


1. 


5 


1881 


6 


BD156840 


BD156840 Primer fo 


511 


48.4 


1. 


5 


1881 


6 


AX877772 


AX877772 Sequence 


512 


48.4 


1. 


5 


1881 


9 


AK001895 


AK001895 Homo sapi 


513 


48.4 


1. 


5 


2001 


6 


AR442653 


AR442653 Sequence 


514 


48.4 


1. 


5 


2010 


6 


AR137624 


AR137624 Sequence 


515 


48.4 


1. 


5 


2010 


6 


AX019702 


AX019702 Sequence 


516 


48.4 


1. 


5 


2035 


6 


CQ870008 


CQ870008 Sequence 



517 


48. 


4 


1 . 


5 


2498 


6 


AR148582 


AR14 8582 Sequence 


518 


48. 


4 


1. 


5 


2498 


6 


AR349059 


AR34 9059 Sequence 


519 


48. 


4 


1. 


5 


2594 


9 


AF071542 


AF071542 Homo sapi 


520 


48. 


4 


1. 


5 


2636 


6 


E36227 


E36227 Human semap 


521 


48 . 


4 


1. 


5 


2636 


6 


AX001289 


AX001289 Sequence 


522 


48 . 


4 


1. 


5 


2636 


6 


AX154554 


AX154554 Sequence 


523 


48. 


4 


1. 


5 


2636 


9 


AF030698 


AF030698 Homo sapi 


524 


48. 


4 


1 . 


5 


2660 


6 


CQ729594 


CQ729594 Sequence 


525 


48. 


4 


1. 


5 


2661 


6 


BD171301 


BD171301 Gene enco 


526 


48. 


4 


1. 


5 


2661 


9 


AF069493 


AF069493 Homo sapi 


527 


48. 


4 


1. 


5 


5856 


6 


E36258 


E36258 Human semap 


528 


48. 


4 


1. 


5 


5856 


6 


AX001322 


AX001322 Sequence 


529 


48. 


4 


1. 


5 


6622 


6 


E36266 


E36266 Human semap 


530 


48. 


4 


1. 


5 


6622 


6 


AX001330 


AX001330 Sequence 


531 


48. 


4 


1. 


5 


7000 


6 


E36261 


E36261 Human semap 


532 


48. 


4 


1. 


5 


7000 


6 


AX001325 


AX001325 Sequence 


533 


48. 


4 


1 . 


5 


7108 


6 


E36262 


E36262 Human semap 


534 


48. 


4 


1. 


5 


7108 


6 


AX001326 


AX001326 Sequence 


535 


48. 


4 


1. 


5 


7475 


6 


E36259 


E36259 Human semap 


536 


48. 


4 


1. 


5 


7475 


6 


AX001323 


AX001323 Sequence 


537 


48. 


4 


1. 


5 


8192 


6 


E36260 


E362 60 Human semap 


538 


48. 


4 


1. 


5 


8192 


6 


AX001324 


AX001324 Sequence 


539 


48. 


2 


1. 


5 


156207 


2 


AC025507 


AC025507 Homo sapi 


540 


48. 


2 


1. 


5 


165716 


5 


CR376858 


CR376858 Zebrafish 


541 


48. 


2 


1. 


5 


182736 


5 


BX511146 


BX511146 Zebrafish 


542 


48. 


2 


1. 


5 


198488 


9 


AC023794 


AC023794 Homo sapi 


543 


48. 


2 


1. 


5 


202615 


2 


CR450766 


CR450766 Danio rer 


544 


47. 


8 


1. 


5 


3988 


10 


MMZ93948 


Z93948 M.musculus 


545 


47. 


8 


1. 


5 


4466 


10 


MMZ93947 


Z93947 M.musculus 


546 


47. 


8 


1. 


5 


195311 


10 


AC121585 


AC121585 Mus muscu 


547 


47. 


6 


1. 


5 


1481 


6 


111900 


111900 Sequence 1 


548 


47. 


6 


1. 


5 


2558 


3 


AF134904 


AF134904 Schistoce 


549 


47. 


6 


1. 


5 


110000 


1 


AP006840_22 


Continuation (23 o 


550 


47. 


4 


1. 


5 


154341 


5 


CR381651 


CR381651 Zebrafish 


551 


47. 


4 


1. 


5 


159726 


2 


CR356246 


CR356246 Danio rer 


552 


47. 


4 


1. 


5 


187708 


2 


CR788293 


CR788293 Danio rer 


553 


47. 


2 


1. 


5 


195962 


2 


AC058820 


AC058820 Homo sapi 


554 


47. 


2 


1. 


5 


227555 


10 


AC108416 


AC108416 Mus muscu 


555 


46. 


8 


1. 


5 


480 


5 


AF495525 


AF495525 Gallus ga 


556 


46. 


8 


1. 


5 


2122 


9 


BC041165 


BC041165 Homo sapi 


557 


46. 


8 


1. 


5 


2136 


6 


AX833644 


AX833644 Sequence 


558 


46. 


8 


1. 


5 


2136 


9 


AK095556 


AK095556 Homo sapi 


559 


46. 


8 


1. 


5 


181086 


9 


AL133215 


AL133215 Human DNA 


560 


46. 


8 


1. 


5 


182546 


2 


AC148998 


. AC148998 Gasterost 


561 


46. 


6 


1. 


5 


123943 


9 


AC006208 


AC006208 Homo sapi 


562 


46. 


6 


1. 


5 


214160 


9 


AC094021 


AC094021 Homo sapi 


563 


46. 


4 


1. 


5 


10732 


6 


E32986 


E32986 Gene encodi 


564 


46. 


2 


1. 


5 


540 


6 


AR123946 


AR123946 Sequence 


565 


46. 


2 


1 . 


5 


561 


6 


A01699 


A01699 Synthetic D 


566 


46. 


2 


1 . 


5 


561 


6 


A02358 


A02358 Synthetic h 


567 


46. 


2 


1 . 


5 


561 


6 


AR362902 


AR362902 Sequence 


568 


46. 


2 


1 . 


5 


655 


6 


AR066353 


AR066353 Sequence 


569 


46. 


2 


1. 


5 


709 


9 


BC069540 


BC069540 Homo sapi 


570 


46. 


2 


1. 


5 


1297 


6 


A01692 


A01692 H. sapiens D 


571 


46. 


2 


1. 


5 


1297 


6 


A02353 


A02353 cDNA of hum 


572 


46. 


2 


1. 


5 


1297 


6 


AR362900 


AR362900 Sequence 


573 


46. 


2 


1. 


5 


1297 


9 


HUMLIFM 


J03261 Human myelo 





574 


46.2 


1. 


5 


2065 


6 


AX747395 


AX747395 Sequence 




575 


46.2 


1. 


5 


2065 


9 


AK092182 


AK092182 Homo sapi 




576 


46.2 


1. 


5 


2144 


9 


HUMDSF02 


M27053 Human diffe 




577 


46.2 


1. 


5 


3848 


9 


HSLIF 


XI 3 9 67 Human mRNA 




578 


46.2 


1. 


5 


3867 


6 


CQ730077 


CQ730077 Sequence 




579 


46.2 


1. 


5 


3868 


6 


CQ870632 


CQ870632 Sequence 




580 


46.2 


1. 


5 


3868 


6 


AX399180 


AX399180 Sequence 




581 


46.2 


1. 


5 


4025 


6 


AX281658 


AX281658 Sequence 




582 


46.2 


1. 


5 


7614 


9 


HUMALIFA 


M63420 Human leuke 


c 


583 


46.2 


1. 


5 


47188 


9 


AC004264 


AC004264 Homo sapi 




584 


46 


1. 


5 


799 


6 


BD177665 


BD177665 SBSEMN1 p 




585 


46 


1. 


5 


799 


6 


E35445 


E35445 SBSEMN1 pol 




586 


46 


1. 


5 


799 


6 


AX003085 


AX003085 Sequence 




587 


46 


1. 


5 


1913 


9 


AF053369 


AF053369 Homo sapi 




588 


46 


1. 


5 


3560 


6 


AX781110 


AX781110 Sequence 




589 


45.8 


1. 


5 


2446 


3 


AF216968 


AF216968 Caenorhab 




590 


45.6 


1. 


5 


2615 


5 


AF022947 


AF022947 Gallus ga 


c 


591 


45.6 


1. 


5 


198907 


2 


AC109232 


AC109232 Mus muscu 




592 


45.4 


1. 


4 


798 


6 


AX136614 


AX136614 Sequence 




593 


45.4 


1. 


4 


798 


6 


BD123854 


BD123854 Secretory 




594 


45.4 


1. 


4 


2194 


6 


AX136419 


AX136419 Sequence 




595 


45.4 


1. 


4 


2194 


6 


BD123664 


BD123664 Secretory 




596 


45.4 


1. 


4 


2194 


9 


AK075388 


AK075388 Homo sapi 




597 


45.4 


1. 


4 


2615 


8 


AK072112 


AK072112 Oryza sat 




598 


45.4 


1. 


4 


3369 


6 


CQ843521 


CQ843521 Sequence 




599 


45.4 


1. 


4 


3369 


9 


AK126512 


AK126512 Homo sapi 




600 


45.4 


1. 


4 


176979 


8 


AP001168 


AP001168 Oryza sat 


c 


601 


45.4 


1. 


4 


256584 


2 


AC133754 


AC133754 Rattus no 


c 


602 


. 45.2 


1. 


4 


249541 


2 


AC095672 


AC095672 Rattus no 


c 


603 


45.2 


1. 


4 


249774 


2 


AC126196 


AC126196 Rattus no 




604 


45 


1. 


4 


45 


6 


AX697212 


AX697212 Sequence 


c 


605 


45 


1. 


4 


4069 


9 


AY148099 


AY148099 Homo sapi 


c 


606 


45 


1. 


4 


4282 


6 


AX254778 


AX254778 Sequence 


c 


607 


45 


1. 


4 


171987 


9 


AC079775 


AC079775 Homo sapi 




608 


44.8 


1. 


4 


300 


6 


AX884556 


AX884556 Sequence 




609 


44.8 


1. 


4 


300 


6 


BD024166 


BD024166 Sequence 




610 


44.8 


1. 


4 


859 


6 


BD145948 


BD145948 Primer fo 




611 


44.8 


1. 


4 


859 


6 


AX865886 


AX86588 6 Sequence 




612 


44.8 


1. 


4 


1258 


6 


BD159156 


BD159156 Primer fo 




613 


44.8 


1. 


4 


1258 


6 


AX881611 


AX881611 Sequence 




614 


44.8 


1. 


4 


1258 


9 


AK021802 


AK021802 Homo sapi 


c 


615 


44.8 


1. 


4 


227182 


2 


AC099283 


AC099283 Rattus no 


c 


616 


44.2 


1. 


4 


110000 


2 


AC146850 2 


Continuation (3 of 


c 


617 


44.2 


1. 


4 


207757 


10 


AC022368 


AC022368 Mus muscu 


c 


618 


44.2 


1. 


4 


264205 


10 


AC121125 


AC121125 Mus muscu 


c 


619 


44 


1. 


4 


14751 


1 


AE001962 


AE001962 Deinococc 


c 


620 


44 


1. 


4 


183358 


9 


AC019041 


AC019041 Homo sapi 


c 


621 


44 


1. 


4 


231864 


2 


AC097246 


AC097246 Rattus no 




622 


43.8 


1. 


4 


1278 


10 


AF164785 


AF164785 Mus muscu 


c 


623 


43.8 


1. 


4 


22947 


9 


AL606762 


AL606762 Human DNA 


c 


624 


43.8 


1. 


4 


36534 


9 


U73167 


U73167 Homo sapien 




625 


43.8 


1. 


4 


36552 


9 


HSU90094 


U90094 Human chrom 




626 


43.8 


1. 


4 


261384 


2 


AC115415 


AC115415 Rattus no 


c 


627 


43.6 


1. 


4 


149000 


2 


AC120842 


AC120842 Mus muscu 




628 


43.6 


1. 


4 


170074 


10 


AL845160 


AL845160 Mouse DNA 




629 


43.6 


1. 


4 


204062 


2 


AC091072 


AC091072 Mus muscu 


c 


630 


43.6 


1. 


4 


213698 


2 


AC120420 


AC120420 Mus muscu 





631 


43.4 


1. 


4 


133296 


10 


AL935323 


AL935323 Mouse DNA 


c 


632 


43.4 


1. 


4 


186826 


5 


BX000697 


BX000697 


Zebraf ish 




633 


43.2 


1. 


4 


34695 


1 


AY281352 


AY281352 


Unculture 


c 


634 


43.2 


1. 


4 


52569 


5 


BX897713 


BX897713 


Zebraf ish 




635 


43.2 


1. 


4 


82561 


2 


AC139202 


AC139202 


Mus muscu 




636 


43.2 


1. 


4 


152164 


5 


BX649527 


BX649527 


Zebraf ish 




637 


43.2 


1. 


4 


154624 


2 


BX544876 


BX544876 


Danio rer 




638 


43.2 


1. 


4 


173134 


5 


AL935282 


AL935282 


Zebraf ish 




639 


43.2 


1. 


4 


173663 


5 


BX323861 


BX323861 


Zebraf ish 




640 


43.2 


1. 


4 


204502 


5 


BX469931 


BX469931 


Zebrafish 


c 


641 


43.2 


1. 


4 


228700 


2 


CR450776 


CR450776 


Danio rer 




642 


43.2 


1. 


4 


279277 


2 


AC015535 


AC015535 


Mus muscu 


c 


643 


43 


1. 


4 


634 


11 


BV035820 


BV035820 S212P6030 


c 


644 


43 


1. 


4 


114084 


5 


BX942820 


BX942820 


Zebrafish 




645 


43 


1. 


4 


139613 


6 


CQ869695 


CQ869695 


Sequence 




646 


43 


1. 


4 


184366 


10 


AC121783 


AC121783 Mus muscu 


c 


647 


43 


1. 


4 


196735 


2 


BX294667 


BX294667 


Danio rer 




648 


42.8 


1. 


4 


160901 


9 


CNS01DWJ 


AL137228 


Human chr 




649 


42.8 


1. 


4 


299450 


1 


AP005938 


AP005938 


Bradyrhiz 




650 


42.8 


1. 


4 


302174 


1 


AE017241 


AE017241 


Mycobacte 




651 


42.6 


1. 


4 


1661 


9 


HSEN0S7 


X76309 H. 


sapiens e 




652 


42.6 


1. 


4 


2937 


6 


CQ728913 


CQ728913 


Sequence 


c 


653 


42.6 


1. 


4 


110000 


2 


AC109862 1 


Continuation (2 of 


c 


654 


42.4 


1. 


3 


300 


6 


BD135648 


BD135648 


Observati 


c 


655 


42.4 


1. 


3 


1539 


6 


AR117513 


AR117513 


Sequence 


c 


656 


42.4 


1. 


3 


1539 


6 


BD250249 


BD250249 


Antisense 


c 


657 


42.4 


1. 


3 


1539 


6 


AR228798 


AR228798 


Sequence 


c 


658 


42.4 


1. 


3 


1539 


9 


HUMMAPKNS 


L35253 Human p38 m 




659 


42.4 


1. 


3 


6474 


6 


AX743098 


AX743098 


Sequence 




660 


42.4 


1. 


3 


6474 


9 


AB002329 


AB002329 


Homo sapi 




661 


42.4 


1. 


3 


33676 


1 


SCARD1GN 


X84374 Saccharothr 




662 


42.4 


1. 


3 


86000 


2 


AC136951 


AC136951 


Leishmani 


c 


663 


42.4 


1. 


3 


164959 


2 


AC087823 


AC087823 


Homo sapi 




664 


42.4 


1. 


3 


207636 


2 


AC019122 


AC019122 


Homo sapi 


c 


665 


42.2 


1. 


3 


250 


6 


CQ150004 


CQ150004 


Sequence 


c 


666 


42.2 


1. 


3 


250 


6 


CQ308622 


CQ308622 


Sequence 


c 


667 


42.2 


1. 


3 


250 


6 


CQ345374 


CQ345374 


Sequence 




668 


42.2 


1. 


3 


328 


11 


G00866 


G00866 fruit fly S 




669 


42.2 


1. 


3 


993 


6 


AX083324 


AX083324 


Sequence 




670 


42.2 


1. 


3 


996 


6 


CQ727051 


CQ727051 


Sequence 




671 


42.2 


1. 


3 


996 


9 


AY463154 


AY463154 


Homo sapi 




672 


42.2 


1. 


3 


1200 


9 


AF212862 


AF212862 


Homo sapi 




673 


42.2 


1. 


3 


1598 


9 


BC025273 


BC025273 


Homo sapi 




674 


42.2 


1. 


3 


1606 


6 


AX083334 


AX083334 


Sequence 




675 


42.2 


1. 


3 


1629 


6 


AR177377 


AR177377 


Sequence 




676 


42.2 


1. 


3 


1629 


6 


BD131451 


BD131451 


cDNA enco 




677 


42.2 


1. 


3 


1645 


8 


AK071437 


AK071437 


Oryza sat 




678 


42.2 


1. 


3 


1965 


6 


AR451658 


AR451658 


Sequence 




679 


42.2 


1. 


3 


1965 


6 


BD090514 


BD090514 


Plant opt 




680 


42.2 


1. 


3 


2135 


9 


BC014981 


BC014981 


Homo sapi 




681 


42.2 


1. 


3 


2192 


9 


BC001538 


BC001538 


Homo sapi 




682 


42.2 


1. 


3 


2194 


6 


BD094120 


BD094120 


Shear str 




683 


42.2 


1. 


3 


2199 


9 


BC012153 


BC012153 


Homo sapi 




684 


42.2 


1. 


3 


2607 


6 


BD242857 


BD242857 


Secreted 




685 


42.2 


1. 


3 


2864 


9 


AF306698 


AF306698 


Homo sapi 




686 


42.2 


1. 


3 


3283 


6 


AX835315 


AX835315 


Sequence 




687 


42.2 


1. 


3 


3283 


9 


AK098329 


AK098329 


Homo sapi 



688 


42. 


2 


1. 


3 


15088 


1 


AE004831 


AE004831 


Pseudomon 


689 


42. 


2 


1. 


3 


143507 


8 


AC091774 


AC091774 


Oryza sat 


690 


42. 


2 


1. 


3 


145023 


9 


AC012621 


AC012621 


Homo sapi 


691 


42. 


2 


1. 


3 


164564 


9 


HUAC003108 


AC003108 


Human Chr 


692 


42. 


2 


1. 


3 


171965 


8 


AP003614 


AP003614 


Oryza sat 


693 


42. 


2 


1. 


3 


174234 


10 


AC117098 


AC117098 Rattus no 


694 


42. 


2 


1. 


3 


247910 


1 


AE017307 


AE017307 


Thermus t 


695 


42. 


2 


1. 


3 


259720 


2 


AC094497 


AC094497 


Rattus no 


696 


42. 


2 


1. 


3 


303642 


1 


AE016923 


AE016923 


Chromobac 


697 


42 


1. 


3 


195110 


9 


AC107943 


AC107943 


Homo sapi 


698 


41. 


8 


1. 


3 


2975 


6 


BD106505 


BD106505 


Human sem 


699 


41. 


8 


1. 


3 


4996 


9 


BC030690 


BC030690 


Homo sapi 


700 


41. 


8 


1. 


3 


5177 


6 


AR559312 


AR559312 


Sequence 


701 


41. 


8 


1. 


3 


5177 


6 


AX743096 


AX743096 


Sequence 


702 


41. 


8 


1. 


3 


5177 


6 


AX770552 


AX770552 


Sequence 


703 


41. 


8 


1. 


3 


5177 


9 


AB000220 


AB000220 


Homo sapi 


704 


41. 


8 


1. 


3 


5231 


6 


CQ491238 


CQ491238 


Sequence 


705 


41. 


8 


1. 


3 


5231 


6 


CQ497106 


CQ497106 


Sequence 


706 


41. 


8 


1. 


3 


110000 


1 


AP006840_13 


Continuation (14 o 


707 


41. 


8 


1. 


3 


110000 


1 


AP006840 14 


Continuation (15 o 


708 


41. 


8 


1. 


3 


205673 


10 


AC126688 


AC126688 Mus muscu 


709 


41. 


8 


1. 


3 


226284 


10 


AC099609 


AC099609 Mus muscu 


710 


41. 


6 


1. 


3 


3202 


11 


BV177696 


BV177696 sqnm96231 


711 


41. 


6 


1. 


3 


10995 


1 


AE012474 


AE012474 


Xanthomon 


712 


41. 


4 


1. 


3 


357 


6 


CQ815359 


CQ815359 


Sequence 


713 


41. 


4 


1. 


3 


187865 


2 


AC015559 


AC015559 


Homo sapi 


714 


41. 


4 


1. 


3 


230404 


2 


AC097160 


AC097160 


Rattus no 


715 


41. 


4 


1. 


3 


235185 


2 


AC098527 


AC098527 


Rattus no 


716 


41. 


4 


1. 


3 


237974 


2 


AC094771 


AC094771 


Rattus no 


717 


41. 


4 


1. 


3 


258786 


2 


AC125773 


AC125773 


Rattus no 


718 


41. 


4 


1. 


3 


301443 


1 


AE017239 


AE017239 


Mycobacte 


719 


41. 


2 


1. 


3 


430 


6 


AR425159 


AR425159 


Sequence 


720 


41. 


2 


1. 


3 


430 


6 


AX985853 


AX985853 


Sequence 


721 


41. 


2 


1. 


3 


430 


6 


BD120712 


BD120712 


EST and e 


722 


41. 


2 


1. 


3 


754 


6 


BD148621 


BD148621 


Primer fo 


723 


41. 


2 


1. 


3 


754 


6 


AX868559 


AX868559 


Sequence 


724 


41. 


2 


1. 


3 


786 


6 


BD147225 


BD147225 


Primer fo 


725 


41. 


2 


1. 


3 


786 


6 


AX867163 


AX867163 


Sequence 


726 


41. 


2 


1. 


3 


814 


6 


CQ780347 


CQ780347 


Sequence 


727 


41. 


2 


1. 


3 


814 


6 


CQ782303 


CQ782303 


Sequence 


728 


41. 


2 


1. 


3 


814 


6 


BD125056 


BD125056 


Primer fo 


729 


41. 


2 


1. 


3 


814 


6 


BD127012 


BD127012 


Primer fo 


730 


41. 


2 


1. 


3 


839 


6 


BD147394 


BD147394 


Primer fo 


731 


41. 


2 


1. 


3 


839 


6 


AX867332 


AX867332 


Sequence 


732 


41. 


2 


1. 


3 


2123 


6 


BD155987 


BD155987 


Primer fo 


733 


41. 


2 


1. 


3 


2123 


6 


AX876167 


AX876167 


Sequence 


734 


41. 


2 


1. 


3 


2123 


9 


AK027439 


AK027439 


Homo sapi 


735 


41. 


2 


1. 


3 


2227 


6 


CQ782947 


CQ782947 


Sequence 


736 


41. 


2 


1. 


3 


2227 


6 


BD127394 


BD127394 


Primer fo 


737 


41. 


2 


1. 


3 


2227 


9 


AK074975 


AK074975 


Homo sapi 


738 


41. 


2 


1. 


3 


2293 


6 


BD157826 


BD157826 


Primer fo 


739 


41. 


2 


1. 


3 


2293 


6 


AX879422 


AX879422 


Sequence 


740 


41. 


2 


1. 


3 


2293 


9 


AK027471 


AK027471 


Homo sapi 


741 


41. 


2 


1. 


3 


2306 


6 


BD159853 


BD159853 


Primer fo 


742 


41. 


2 


1. 


3 


2306 


6 


AX882662 


AX882662 


Sequence 


743 


41. 


2 


1. 


3 


2306 


9 


AK027654 


AK027654 


Homo sapi 


744 


41. 


2 


1. 


3 


3041 


6 


BD159617 


BD159617 


Primer fo 





745 


41.2 


1. 


3 


3041 


6 


AX882248 


AX882248 


Sequence 




746 


41.2 


1. 


3 


3041 


9 


AK027501 


AK027501 


Homo sapi 




747 


41.2 


1. 


3 


3512 


8 


AK101861 


AK101861 


Oryza sat 




748 


41.2 


1. 


3 


4281 


6 


BD183506 


BD183506 


Novel gen 




749 


41.2 


1. 


3 


4529 


9 


AK074171 


AK074171 


Homo sapi 




750 


41.2 


1. 


3 


7484 


6 


BD181563 


BD181563 


Novel gen 




751 


41.2 


1. 


3 


7484 


9 


AB051556 


AB051556 


Homo sapi 




752 


41.2 


1. 


3 


7804 


9 


AF517673 


AF517673 


Homo sapi 


c 


753 


41.2 


1. 


3 


113196 


9 


HSJ697K14 


AL121829 


Human DNA 




754 


41.2 


1. 


3 


127035 


2 


AC149255 


AC149255 


Papio anu 


c 


755 


41.2 


1. 


3 


135195 


2 


AC151946 


AC151946 


Dasypus n 




756 


41.2 


1. 


3 


139841 


2 


AC149170 


AC149170 


Papio anu 


c 


757 


41.2 


1. 


3 


147313 


8 


AP005800 


AP005800 


Oryza sat 




758 


41.2 


1. 


3 


161513 


2 


AL365262 


AL365262 


Homo sapi 




759 


41.2 


1. 


3 


177251 


9 


AC109583 


AC109583 


Homo sapi 




760 


41.2 


1. 


3 


177836 


2 


AC149559 


AC149559 


Papio anu 




761 


41.2 


1. 


3 


290850 


1 


SC0939127 


AL939127 


Streptomy 




762 


41.2 


1. 


3 


299925 


1 


AP005045 


AP005045 


Streptomy 


c 


763 


41.2 


1. 


3 


301617 


1 


AE016911 


AE016911 


Chromobac 




764 


41 


1. 


3 


334 


6 


AX884750 


AX884750 


Sequence 




765 


41 


1. 


3 


334 


6 


BD024360 


BD024360 


Sequence 




766 


41 


1. 


3 


334 


6 


BD076948 


BD076948 


5' EST of 




767 


41 


1. 


3 


505 


6 


AR424142 


AR424142 


Sequence 




768 


41 


1. 


3 


505 


6 


AX984836 


AX984836 


Sequence 




769 


41 


1. 


3 


505 


6 


BD119695 


BD119695 


EST and e 




770 


41 


1. 


3 


512 


6 


AR413702 


AR413702 


Sequence 




771 


41 


1. 


3 


512 


6 


AX970536 


AX970536 


Sequence 




772 


41 


1. 


3 


512 


6 


BD109255 


BD109255 


EST and e 




773 


41 


1. 


3 


111 


10 


AF095155 


AF095155 Mus muscu 




774 


41 


1. 


3 


5502 


9 


AB023138 


AB023138 


Homo sapi 




775 


41 


1. 


3 


5895 


6 


AX686475 


AX686475 


Sequence 




776 


41 


1. 


3 


6147 


6 


AX704766 


AX704766 


Sequence 




111 


41 


1. 


3 


91240 


9 


AC130566 


AC130566 


Homo sapi 


c 


IIS 


41 


1. 


3 


119463 


10 


AL928942 


AL928942 


: Mouse DNA 


c 


779 


41 


1. 


3 


152135 


9 


AC011199 


AC011199 


Homo sapi 


c 


780 


41 


1. 


3 


160739 


9 


AP001092 


AP001092 


Homo sapi 




781 


41 


1. 


3 


167389 


2 


AC115926 


AC115926 


Mus muscu 




782 


41 


1. 


3 


170114 


9 


AC044790 


AC044790 


Homo sapi 




783 


41 


1. 


3 


196591 


2 


AC091082 


AC091082 


Homo sapi 




784 


41 


1. 


3 


229937 


2 


AC137328 


AC137328 


Rattus no 




785 


41 


1. 


3 


246177 


10 


AC132957 


AC132957 


' Mus muscu 




786 


41 


1. 


3 


247655 


10 


AC145549 


AC145545 


i Mus muscu 




787 


41 


1. 


3 


262886 


2 


AC121209 


AC121209 


Rattus no 




788 


41 


1. 


3 


347368 


2 


AC096620 


AC096620 


Rattus no 


c 


789 


40.8 


1. 


3 


1737 


6 


BD157253 


BD157253 


Primer fo 


c 


790 


40.8 


1. 


3 


1737 


6 


AX878484 


AX878484 


Sequence 


c 


791 


40.8 


1. 


3 


1737 


9 


AK027287 


AK027287 


Homo sapi 




792 


40.8 


1. 


3 


3693 


3 


AY185495 


AY185495 


Blastocri 




793 


40.8 


1. 


3 


81954 


2 


AC015133 


AC015133 


Drosophil 




794 


40.8 


1. 


3 


110000 


2 


LMFLCHR32 06 


Continuation (7 of 




795 


40.8 


1. 


3 


174894 


2 


AC150793 


AC150793 


Bos tauru 




796 


40.8 


1. 


3 


174906 


9 


AC067930 


AC067930 


Homo sapi 




797 


40.8 


1. 


3 


179057 


2 


AF276758 


AF276758 


Homo sapi 




798 


40.8 


1. 


3 


179941 


9 


AC105118 


AC105118 


Homo sapi 




799 


40.8 


1. 


3 


186938 


3 


AC008331 


AC008331 


Drosophil 


c 


800 


40.8 


1. 


3 


196346 


2 


AC151242 


AC151242 


Bos tauru 




801 


40.8 


1. 


3 


308031 


3 


AE003621 


AE003621 


Drosophil 



c 


802 


40.6 


1. 


3 


1251 


6 


AX750726 


AX750726 Sequence 




803 


40.6 


1. 


3 


1788 


1 


BPU07800 


U07800 Bordetella 


c 


804 


40.6 


1. 


3 


1881 


3 


AY136274 


AY136274 Antheraea 




805 


40.6 


1. 


3 


2443 


10 


BC029243 


BC029243 Mus muscu 




806 


40.6 


1. 


3 


4555 


10 


BC007191 


BC007191 Mus muscu 




807 


40.6 


1. 


3 


4597 


10 


RNO237670 


AJ237670 Rattus no 




808 


40.6 


1. 


3 


40051 


1 


MSGY224 


AD000004 Mycobacte 


c 


809 


40.6 


1. 


3 


40907 


9 


AC007459 


AC007459 Homo sapi 




810 


40.6 


1. 


3 


110000 


1 


AE000516 06 


Continuation (7 of 




811 


40.6 


1. 


3 


123385 


1 


BX640452 


BX640452 Bordetell 


c 


812 


40.6 


1. 


3 


178035 


2 


AC068680 


AC068680 Homo sapi 


c 


813 


40.6 


1. 


3 


194632 


9 


AC096996 


AC096996 Homo sapi 




814 


40.6 


1. 


3 


205702 


10 


AC140190 


AC140190 Mus muscu 




815 


40.6 


1. 


3 


206230 


10 


AC084272 


AC084272 Mus muscu 




816 


40.6 


1. 


3 


255260 


1 


BX640436 


BX640436 Bordetell 




817 


40.6 


1. 


3 


257701 


1 


BX640422 


BX640422 Bordetell 


c 


818 


40.6 


1. 


3 


292100 


1 


SC0939121 


AL939121 Streptomy 


c 


819 


40.6 


1. 


3 


300880 


1 


AE016917 


AE016917 Chromobac 




820 


40.6 


1. 


3 


304282 


1 


AE016910 


AE016910 Chromobac 




821 


40.6 


1. 


3 


324050 


1 


BX248335 


BX248335 Mycobacte 




822 


40.6 


1. 


3 


342416 


1 


BX842573 


BX842573 Mycobacte 




823 


40.4 


1. 


3 


1056 


5 


BX934045 


BX934045 Gallus ga 




824 


40.4 


1. 


3 


1749 


5 


AJ781409 


AJ781409 Tetraodon 




825 


40.4 


1. 


3 


2621 


6 


E49239 


E49239 Cell growth 




826 


40.4 


1. 


3 


2621 


10 


AF328140 


AF32 8140 Mus muscu 




827 


40.4 


1. 


3 


6287 


1 


AF042281 


AF042281 Ralstonia 




828 


40.4 


1. 


3 


12748 


1 


AE005759 


AE005759 Caulobact 




829 


40.4 


1. 


3 


77330 


9 


AC090790 


AC090790 Homo sapi 


c 


830 


40.4 


1. 


3 


152530 


9 


AC011727 


AC011727 Homo sapi 


c 


831 


40.4 


1. 


3 


161788 


9 


AC009314 


AC009314 Homo sapi 




832 


40.4 


1. 


3 


163952 


2 


AC149821 


AC149821 Zea mays 


c 


833 


40.4 


1. 


3 


167029 


8 


AP002540 


AP002540 Oryza sat 


c 


834 


40.4 


1. 


3 


169079 


9 


AC069185 


AC069185 Homo sapi 


c 


835 


40.4 


1. 


3 


176633 


9 


AC091901 


AC091901 Homo sapi 




836 


40.4 


1. 


3 


178032 


2 


AC069370 


AC069370 Homo sapi 


c 


837 


40.4 


1. 


3 


198643 


2 


AC023335 


AC023335 Homo sapi 


c 


838 


40.4 


1. 


3 


253546 


2 


AC105507 


AC105507 Rattus no 


c 


839 


40.4 


1. 


3 


253910 


10 


AC100751 


AC100751 Mus muscu 


c 


840 


40.4 


1. 


3 


265361 


2 


AC125800 


AC125800 Rattus no 




841 


40.2 


1. 


3 


1194 


6 


AR386658 


AR386658 Sequence 




842 


40.2 


1. 


3 


1972 


3 


LMA243460 


AJ243460 Leishmani 




843 


40.2 


1. 


3 


2650 


1 


PPPBAC358 


X70139 P. putida e 




844 


40.2 


1. 


3 


4350 


6 


AX188564 


AX188564 Sequence 


c 


845 


40.2 


1. 


3 


115532 


9 


AL354754 


AL354754 Human DNA 


c 


846 


40.2 


1. 


3 


138203 


1 


AY310323 


AY310323 Streptomy 


c 


847 


40.2 


1. 


3 


172238 


9 


AC090942 


AC090942 Homo sapi 




848 


40.2 


1. 


3 


182171 


9 


AC066589 


AC066589 Homo sapi 


c 


849 


40.2 


1. 


3 


190437 


9 


AC019077 


AC019077 Homo sapi 


c 


850 


40.2 


1. 


3 


191954 


3 


AC025726 


AC025726 Caenorhab 


c 


851 


40.2 


1. 


3 


208989 


9 


AC027124 


AC027124 Homo sapi 




852 


40.2 


1. 


3 


228972 


2 


AC139930 


AC139930 Rattus no 


c 


853 


40.2 


1. 


3 


286550 


1 


SME591785 


AL591785 Sinorhizo 




854 


40.2 


1. 


3 


300900 


1 


AP005939 


AP005939 Bradyrhiz 


c 


855 


40.2 


1. 


3 


346547 


1 


AP003012 


AP003012 Mesorhizo 




856 


40 


1. 


3 


12326 


1 


AE004890 


AE004 890 Pseudomon 


c 


857 


40 


1. 


3 


89170 


10 


AL731806 


AL731806 Mouse DNA 


c 


858 


40 


1. 


3 


110000 


1 


AE017282 00 


AE017282 Methyloco 





859 


40 


1 . 


3 


14924 9 


9 


AC079945 




860 


40 


1 . 


3 


166128 


8 


AP005457 


c 


861 


40 


1 . 


3 


169422 


9 


AC093309 


c 


862 


40 


1 . 


3 


199323 


2 


AC099943 




863 


40 


1 . 


3 


227330 


10 


AC020786 


c 


864 


40 


1. 


3 


228147 


10 


AC090652 




865 


40 


1 . 


3 


236039 


2 


AC121212 




866 


40 


1 . 


3 


236397 


2 


AC101880 




867 


40 


1 . 


3 


274853 


10 


AC025353 




868 


39. 8 


1 . 


3 


1400 


6 


AX093390 




869 


39.8 


1 . 


3 


1467 


1 


AF053937 




870 


39. 8 


1 . 


3 


1958 


6 


CQ716735 




871 


39. 8 


1 . 


3 


2336 


5 


AF022946 




872 


39.8 


1. 


3 


2403 


5 


AJ720774 


c 


873 


39.8 


1. 


3 


6741 


6 


E32987 


c 


874 


39.8 


1 . 


3 


35745 


3 


LMFL5174 




875 


39.8 


1. 


3 


107868 


9 


AL445686 




876 


39. 8 


1 . 


3 


111372 


2 


AL353145 


c 


877 


39. 8 


1 . 


3 


134673 


8 


AP002860 




878 


39. 8 


1. 


3 


163526 


8 


AP002522 




879 


39. 8 


1 . 


3 


168253 


8 


AP003045 




880 


39.8 


1. 


3 


191104 


2 


AC119483 




881 


39.8 


1. 


3 


209068 


10 


AL603868 




882 


39.8 


1 . 


3 


227524 


2 


AC129956 




883 


39. 8 


1 . 


3 


301443 


1 


AE017239 


c 


884 


39.8 


1. 


3 


308050 


1 


SC0939124 


c 


885 


39.8 


1. 


3 


349737 


1 


BX572597 




886 


39.6 


1. 


3 


511 


6 


BD059601 




887 


39.6 


1. 


3 


1043 


5 


AF180295 




888 


39. 6 


1. 


3 


1438 


6 


CQ587691 




889 


39.6 


1. 


3 


1703 


9 


HSHBF2A 




890 


39. 6 


1 . 


3 


1772 


8 


CREATPS 




891 


39. 6 


1 . 


3 


2129 


3 


AY058756 




892 


39. 6 


1. 


3 


2142 


9 


AF180474 




893 


39. 6 


1 . 


3 


2787 


9 


HSM801420 




894 


39. 6 


1 . 


3 


2831 


9 


BC016474 




895 


39. 6 


1 . 


3 


2904 


9 


HSHBFG2 




896 


39. 6 


1 . 


3 


2913 


8 


CREATPC 


c 


897 


39.6 


1. 


3 


3309 


9 


AF069072 




898 


39. 6 


1 . 


3 


4133 


9 


AB014591 




899 


39.6 


1 . 


3 


4138 


6 


CQ717820 




900 


39. 6 


1 . 


3 


4512 


9 


AK160386 




901 


39. 6 


1. 


3 


49999 


6 


AX015915 


c 


902 


39. 6 


1 . 


3 


102239 


8 


AP004043 




903 


39 . 6 


1 . 


3 


155293 


5 


BX248384 




904 


39. 6 


1. 


3 


178453 


2 


BX469917 




905 


39. 6 


1 . 


3 


179481 


2 


AC148908 


c 


906 


39 . 6 


1 . 


3 


181134 


2 


AC132350 


c 


907 


39. 6 


1 . 


3 


182539 


2 


AC132443 




908 


39 . 6 


1 . 


3 


198017 


9 


AC012314 




909 


39 . 6 


1 . 


3 


200452 


9 


AC015804 


c 


910 


39. 6 


1. 


3 


205307 


2 


AC009968 




911 


39.6 


1. 


3 


207952 


2 


AC151020 


c 


912 


39.6 


1. 


3 


22H00 


2 


ACH2841 




913 


39.6 


1. 


3 


224391 


2 


AC148953 




914 


39.6 


1. 


3 


235061 


2 


AC107257 




915 


39.6 


1. 


3 


248550 


1 


SCO939120 



AC079945 Homo sapi 
AP005457 Oryza sat 
AC093309 Homo sapi 
AC099943 Mus muscu 

AC020786 Mus muscu 

AC090652 Mus muscu 
AC121212 Rattus no 
AC101880 Mus muscu 

AC025353 Mus muscu 
AX093390 Sequence 
AF053937 Pseudomon 
CQ716735 Sequence 
AF022946 Gallus ga 
AJ720774 Gallus ga 
E32987 Gene encodi 
AL445944 Leishmani 
AL445686 Human DNA 
AL353145 Homo sapi 
AP002860 Oryza sat 
AP002522 Oryza sat 
AP003045 Oryza sat 
ACH9483 Rattus no 

AL603868 Mouse DNA 
AC129956 Bos tauru 
AE017239 Mycobacte 
AL939124 Streptomy 
BX572597 Rhodopseu 
BD059601 Secreted 
AF180295 Alligator 
CQ587691 Sequence 
X74143 H. sapiens H 
J04219 C.reinhardt 
AY058756 Drosophil 
AF180474 Homo sapi 
AL133647 Homo sapi 
BC016474 Homo sapi 
X78202 H. sapiens H 
M73493 Chlamydomon 
AF069072 Homo sapi 
AB014591 Homo sapi 
CQ717820 Sequence 
AK160386 Homo sapi 
AX015915 Sequence 
AP004043 Oryza sat 
BX248384 Zebrafish 
BX469917 Danio rer 
AC148908 Otolemur 
AC132350 Mus muscu 
AC132443 Mus muscu 
AC012314 Homo sapi 
AC015804 Homo sapi 
AC009968 Homo sapi 
AC151020 Callithri 
ACH2841 Rattus no 
AC148953 Otolemur 
AC107257 Rattus no 
AL939120 Streptomy 





916 


39. 


6 


1. 


3 


250672 


2 


AC096525 


AC096525 


Rattus no 


c 


917 


39. 


6 


1 . 


3 


252053 


2 


AC097148 


AC097148 


Rattus no 


c 


918 


39. 


6 


1. 


3 


261136 


2 


AC111626 


AC111626 


Rattus no 


c 


919 


39. 


6 


1. 


3 


265642 


2 


AC103455 


AC103455 


Rattus no 




920 


39. 


6 


1. 


3 


285663 


2 


AC111628 


AC111628 


Rattus no 


c 


921 


39. 


4 


1. 


3 


318 


11 


BV144295 


BV144295 PZA02417- 


c 


922 


39. 


4 


1. 


3 


456 


6 


CQ098045 


CQ098045 


Sequence 


c 


923 


39. 


4 


1. 


3 


456 


6 


CQ136907 


CQ136907 


Sequence 


c 


924 


39. 


4 


1. 


3 


456 


6 


CQ174660 


CQ174660 


Sequence 


c 


925 


39. 


4 


1. 


3 


456 


6 


CQ220231 


CQ220231 


Sequence 


c 


926 


39. 


4 


1. 


3 


456 


6 


CQ258601 


CQ258601 


Sequence 


c 


927 


39. 


4 


1. 


3 


456 


6 


CQ296041 


CQ296041 


Sequence 


c 


928 


39. 


4 


1. 


3 


456 


6 


CQ332573 


CQ332573 


Sequence 




929 


39. 


4 


1. 


3 


1004 


8 


AK061357 


AK061357 


Oryza sat 


c 


930 


39. 


4 


1. 


3 


1246 


6 


AX164174 


AX164174 


Sequence 




931 


39. 


4 


1. 


3 


1311 


6 


AX647515 


AX647515 


Sequence 




932 


39. 


4 


1. 


3 


1756 


9 


BC038980 


BC038980 


Homo sapi 




933 


39. 


4 


1. 


3 


1955 


6 


AX714845 


AX714845 


Sequence 




934 


39. 


4 


1. 


3 


1955 


9 


AK057470 


AK057470 


Homo sapi 


c 


935 


39. 


4 


1. 


3 


11687 


1 


AE004662 


AE004662 


Pseudomon 




936 


39. 


4 


1. 


3 


23142 


9 


HUMGNOS48 


D26607 Homo sapien 




937 


39. 


4 


1. 


3 


105841 


8 


AC092697 


AC092697 


Oryza sat 


c 


938 


39. 


4 


1. 


3 


120450 


9 


AC093393 


AC093393 


Homo sapi 




939 


39. 


4 


1. 


3 


134102 


8 


AC074196 


AC074196 


Oryza sat 


c 


940 


39. 


4 


1. 


3 


135214 


9 


AC004848 


AC004848 


Homo sapi 


c 


941 


39. 


4 


1. 


3 


198411 


10 


AL731670 


AL731670 Mouse DNA 


c 


942 


39. 


4 


1. 


3 


200191 


9 


AL390027 


AL390027 


Human DNA 




943 


39. 


4 


1. 


3 


201226 


10 


AL806533 


AL806533 Mouse DNA 


c 


944 


39. 


4 


1. 


3 


234078 


2 


AC094883 


AC094883 


Rattus no 


c 


945 


39. 


4 


1. 


3 


288669 


2 


AL390297 


AL390297 


Homo sapi 




946 


39. 


4 


1. 


3 


300029 


8 


AE017115 


AE017115 


Oryza sat 




947 


39. 


4 


1. 


3 


301617 


1 


AE016911 


AE016911 


Chromobac 




948 


39. 


2 


1. 


2 


364 


6 


AR425705 


AR425705 


Sequence 




949 . 


39. 


2 


1. 


2 


364 


6 


AX986399 


AX986399 


Sequence 




950 


39. 


2 


1. 


2 


364 


6 


BD121258 


BD121258 


EST and e 


c 


951 


39. 


2 


1. 


2 


928 


8 


AK103030 


AK103030 


Oryza sat 




952 


39. 


2 


1. 


2 


1361 


6 


AR452833 


AR452833 


Sequence 


c 


953 


39. 


2 


1. 


2 


1441 


9 


AK057733 


AK057733 


Homo sapi 




954 


39. 


2 


1. 


2 


1888 


6 


AR306559 


AR306559 


Sequence 




955 


39. 


2 


1. 


2 


1888 


6 


AX061633 


AX061633 


Sequence 




956 


39. 


2 


1. 


2 


1895 


9 


BC027884 


BC027884 


Homo sapi 




957 


39. 


2 


1. 


2 


1922 


6 


BD210061 


BD210061 


Human tra 




958 


39. 


2 


1. 


2 


1948 


9 


AK172768 


AK172768 


Homo sapi 


c 


959 


39. 


2 


1. 


2 


2322 


6 


CQ870609 


CQ870609 


Sequence 


c 


960 


39. 


2 


1. 


2 


2322 


6 


AX747240 


AX747240 


Sequence 


c 


961 


39. 


2 


1. 


2 


2322 


9 


AK091896 


AK091896 


Homo sapi 


c 


962 


39. 


2 


1. 


2 


2446 


6 


CQ851420 


CQ851420 


Sequence 


c 


963 


39. 


2 


1. 


2 


2446 


9 


AK128663 


AK128663 


Homo sapi 


c 


964 


39. 


2 


1. 


2 


3347 


9 


BC036549 


BC036549 


Homo sapi 


c 


965 


39. 


2 


1. 


2 


3474 


9 


AY358107 


AY358107 


Homo sapi 


c 


966 


39. 


2 


1. 


2 


9566 


1 


RP1W17A 


L40585 Xanthomonas 




967 


39. 


2 


1. 


2 


28066 


6 


AX647845 


AX647845 


Sequence 




968 


39. 


2 


1. 


2 


55216 


6 


AR306445 


AR306445 


Sequence 


c 


969 


39. 


2 


1. 


2 


55216 


6 


AR306445 


AR306445 


Sequence 


c 


970 


39. 


2 


1. 


2 


82746 


1 


AF453501 


AF453501 


Actinosyn 


c 


971 


39. 


2 


1. 


2 


110000 


1 


AP006618 48 


Continuation (49 o 




972 


39. 


2 


1. 


2 


110000 


2 


AC106346 1 


Continuation (2 of 



973 


39.2 


1 


.2 


110000 


2 


LMFLCHR36_07 


Continuation (8 of 


c 974 


39.2 


1 


.2 


110000 


8 


AE016817_00 


AE016817 Eremothec 


975 


39.2 


1 


.2 


120455 


9 


AL139254 


AL139254 Human DNA 


c 976 


39.2 


1 


.2 


126141 


2 


AL356300 


AL356300 Homo sapi 


977 


39.2 


1 


.2 


132107 


8 


AP005477 


AP005477 Oryza sat 


978 


39.2 


1 


.2 


144255 


8 


AP004811 


AP004811 Oryza sat 


c 979 


39.2 


1 


.2 


145590 


8 


AC109601 


AC109601 Oryza sat 


c 980 


39.2 


1 


.2 


145912 


8 


AP003347 


AP003347 Oryza sat 


981 


39.2 


1 


.2 


151986 


8 


AP005840 


AP005840 Oryza sat 


c 982 


39.2 


1 


.2 


154831 


2 


AC019085 


AC019085 Homo sapi 


c 983 


39.2 


1 


.2 


163377 


8 


AP004684 


AP004684 Oryza sat 


984 


39.2 


1 


.2 


164856 


9 


AC027625 


AC027625 Homo sapi 


c 985 


39.2 


1 


.2 


167560 


8 


AP003452 


AP003452 Oryza sat 


986 


39.2 


1 


.2 


168396 


2 


AL590010 


AL590010 Homo sapi 


c 987 


39.2 


1 


.2 


174487 


9 


AC073896 


AC073896 Homo sapi 


c 988 


39.2 


1 


.2 


174521 


2 


AC127468 


AC127468 Papio anu 


989 


39.2 


1 


.2 


174695 


2 


AC149448 


AC149448 Papio anu 


c 990 


39.2 


1 


.2 


184762 


2 


AC023500 


AC023500 Homo sapi 


c 991 


39.2 


1 


.2 


194377 


2 


AC021726 


AC02172 6 Homo sapi 


c 992 


39.2 


1 


.2 


196650 


2 


AC118441 


AC118441 Rattus no 


c 993 


39.2 


1 


.2 


217473 


2 


AC135154 


AC135154 Rattus no 


c 994 


39.2 


1 


.2 


249291 


2 


AC109718 


AC109718 Rattus no 


995 


39.2 


1 


.2 


251905 


2 


AC093682 


AC093682 Homo sapi 


996 


39.2 


1 


.2 


272545 


2 


AC090533 


AC090533 Mus muscu 


997 


39.2 


1 


.2 


299925 


1 


AP005043 


AP005043 Streptomy 


998 


39 


1 


.2 


305 


6 


AX886356 


AX886356 Sequence 


999 


39 


1 


.2 


305 


6 


BD025966 


BD025966 Sequence 


1000 


39 


1 


.2 


472 


6 


AR424900 


AR424900 Sequence 


1001 


39 


1 


.2 


472 


6 


AX985594 


AX985594 Sequence 


1002 


39 


1 


.2 


472 


6 


BD120453 


BD120453 EST and e 


C1003 


39 


1 


.2 


610 


6 


BD072443 


BD072443 Secreted 


1004 


39 


1 


.2 


717 


12 


AY658165 


AY658165 Synthetic 


1005 


39 


1 


.2 


1222 


6 


AR060393 


AR060393 Sequence 


1006 


39 


1 


.2 


1222 


6 


145973 


145973 Sequence 3 


1007 


39 


1 


.2 


1831 


4 


BTU65394 


U65394 Bos taurus 


1008 


39 


1 


.2 


3117 


9 


BC000977 


BC000977 Homo sapi 


1009 


39 


1 


.2 


3155 


6 


AX281693 


AX281693 Sequence 


1010 


39 


1 


.2 


3315 


6 


CQ846005 


CQ846005 Sequence 


1011 


39 


1 


.2 


3315 


9 


AK131490 


AK131490 Homo sapi 


1012 


39 


1 


.2 


4097 


4 


BOVNOS 


M95674 Bos taurus 


1013 


39 


1 


.2 


4097 


6 


A46717 


A4 6717 Sequence 3 


1014 


39 


1 


.2 


4097 


6 


AR118634 


AR118634 Sequence 


1015 


39 


1 


.2 


4097 


6 


AR141717 


AR141717 Sequence 


1016 


39 


1 


.2 


4511 


3 


DM7 5 B 


X15586 D.melanogas 


1017 


39 


1 


.2 


4791 


4 


BTU63311 


U63311 Bos taurus 


1018 


39 


1 


.2 


4791 


6 


AR164385 


AR164385 Sequence 


1019 


39 


1 


.2 


4791 


6 


BD204900 


BD204900 Compositi 


1020 


39 


1 


.2 


4791 


6 


AR205928 


AR205928 Sequence 


1021 


39 


1 


.2 


5970 


3 


DME75A 


X51548 Drosophila 


1022 


39 


1 


.2 


6083 


3 


AY489269 


AY489269 Plodia in 


1023 


39 


1 


.2 


6282 


3 


DME75B 


X51549 Drosophila 


1024 


39 


1 


.2 


6577 


6 


CQ590148 


CQ590148 Sequence 


c!025 


39 


1 


.2 


11650 


1 


AE004914 


AE004914 Pseudomon 


cl026 


39 


1 


.2 


12110 


1 


AE012125 


AE012125 Xanthomon 


cl027 


39 


1 


.2 


14309 


1 


AE004759 


AE004759 Pseudomon 


1028 


39 


1 


.2 


20250 


1 


AY204469 


AY204469 Myxococcu 


1029 


39 


1 


.2 


31445 


9 


AL449263 


AL449263 Human DNA 



cl030 


39 


1.2 


34094 


6 


BD235926 


BD235926 


Porcine a 


cl031 


39 


1.2 


34094 


6 


AR266357 


AR266357 


Sequence 


cl032 


39 


1.2 


34094 


6 


AX799763 


AX799763 


Sequence 


cl033 


39 


1.2 


34094 


14 


AB026117 


AB026117 


Porcine a 


cl034 


39 


1.2 


34094 


14 


AF083132 


AF083132 


: Porcine a 


cl035 


39 


1.2 


34094 


14 


PAD237815 


AJ237815 


i Porcine a 


1036 


39 


1.2 


35722 


2 


AC015427 


AC015427 


Drosophil 


1037 


39 


1.2 


131860 


8 


AC105770 


AC105770 


Oryza sat 


C1038 


39 


1.2 


152048 


2 


AC115343 


AC115343 


Rattus no 


C1039 


39 


1.2 


155749 


2 


AC135345 


AC135345 


Homo sapi 


cl040 


39 


1.2 


157135 


2 


AC064817 


AC064817 


Homo sapi 


1041 


39 


1.2 


158211 


2 


AC026853 


AC026853 


Homo sapi 


cl042 


39 


1.2 


159148 


9 


AL592424 


AL592424 


Human DNA 


cl043 


39 


1.2 


160740 


9 


AC091053 


AC091053 


Homo sapi 


C1044 


39 


1.2 


160842 


2 


AC124090 


AC124090 


Homo sapi 


1045 


39 


1.2 


164466 


2 


AC126353 


AC126353 


Homo sapi 


cl046 


39 


1.2 


168874 


10 


AC132135 


AC132135 Mus muscu 


cl047 


39 


1.2 


170211 


9 


AC104360 


AC104360 


Homo sapi 


1048 


39 


1.2 


171678 


3 


AC010059 


AC010059 


Drosophil 


1049 


39 


1.2 


174566 


9 


AC068234 


AC068234 


Homo sapi 


1050 


39 


1.2 


175238 


10 


AL606903 


AL606903 Mouse DNA 


1051 


39 


1.2 


177018 


2 


AC103584 


AC103584 


Bos tauru 


1052 


39 


1.2 


177613 


2 


AC124089 


AC124089 


Homo sapi 


C1053 


39 


1.2 


178353 


2 


AC012334 


AC012334 


Homo sapi . 


1054 


39 


1.2 


179649 


3 


AC010045 


AC010045 


Drosophil 


1055 


39 


1.2 


180546 


2 


AC017046 


AC017046 


Homo sapi 


cl056 


39 


1.2 


182245 


2 


AC149842 


AC149842 


Papio anu 


1057 


39 


1.2 


186139 


2 


AC116540 


AC116540 


Drosophil 


1058 


39 


1.2 


188766 


9 


AC135329 


AC135329 


Homo sapi 


1059 


39 


1.2 


189050 


1 


AL646069 


AL646069 


Ralstonia 


1060 


39 


1.2 


192087 


9 


AC121324 


AC121324 


Homo sapi 


C1061 


39 


1.2 


195397 


2 


AC135718 


AC135718 


Homo sapi 


1062 


39 


1.2 


196827 


9 


AC124091 


AC124091 


Homo sapi 


1063 


39 


1.2 


202418 


2 


AC150815 


AC150815 


Callithri 


cl064 


39 


1.2 


208406 


2 


AC133405 


AC133405 


Rattus no 


cl065 


39 


1.2 


211009 


8 


AF326781 


AF326781 


Triticum 


cl066 


39 


1.2 


236760 


2 


AC132537 


AC132537 


Rattus no 


cl067 


39 


1.2 


253487 


2 


AC095252 


AC095252 


Rattus no 


1068 


39 


1.2 


268200 


1 


AP000061 


AP000061 


Aeropyrum 


C1069 


39 


1.2 


270418 


1 


AE017303 


AE017303 


Thermus t 


cl070 


39 


1.2 


275434 


9 


HSA400879 


AJ400879 


Homo sapi 


1071 


39 


1.2 


296500 


1 


SC0939128 


AL939128 


Streptomy 


cl072 


39 


1.2 


302050 


3 


AE003522 


AE003522 


Drosophil 


1073 


38.8 


1.2 


2092 


8 


AK069127 


AK069127 


Oryza sat 


1074 


38.8 


1.2 


3194 


10 


AF133208 


AF133208 Mus muscu 


1075 


38.8 


1.2 


4938 


1 


PPU279003 


AJ279003 


Pseudomon 


1076 


38.8 


1.2 


7543 


1 


AF147448 


AF147448 


Pseudomon 


1077 


38.8 


1.2 


10245 


1 


AE004569 


AE004569 


Pseudomon 


cl078 


38.8 


1.2 


16964 


1 


AE004817 


AE004817 


Pseudomon 


1079 


38.8 


1.2 


110000 


1 


AE016822 05 


Continuation (6 of 


1080 


38.8 


1.2 


110000 


1 


AP006618_36 


Continuation (37 o 


1081 


38.8 


1.2 


120743 


8 


AP004082 


AP004082 


Oryza sat 


1082 


38.8 


1.2 


128150 


2 


AC148748 


AC148748 


Sorex ara 


1083 


38.8 


1.2 


151144 


5 


BX323575 


BX323575 


Zebraf ish 


1084 


38.8 


1.2 


161126 


8 


NC80A10 


BX294012 


Neurospor 


C1085 


38.8 


1.2 


168862 


9 


AC022024 


AC022024 


Homo sapi 


C1086 


38.8 


1.2 


186121 


5 


AL929201 


AL929201 


Zebraf ish 



cl087 


38. 


8 


1 


.2 


190860 


2 


AC073803 


AC073803 Mus muscu 


1088 


38. 


8 


1 


.2 


196413 


2 


AC139927 


AC139927 Rattus no 


1089 


38. 


8 


1 


.2 


197805 


2 


AC105307 


AC105307 Bos tauru 


cl090 


38. 


8 


1 


.2 


199014 


2 


AC108293 


" AC108293 Rattus no 


1091 


38. 


8 


1 


.2 


199847 


10 


AL691431 


AL691431 Mouse DNA 


1092 


38. 


8 


1 


.2 


215234 


2 


AC073745 


AC073745 Mus muscu 


1093 


38. 


8 


1 


.2 


217744 


2 


BX323036 


BX323036 Danio rer 


cl094 


38. 


8 


1 


.2 


237427 


2 


AC115488 


AC115488 Rattus no 


1095 


38. 


8 


1 


.2 


242543 


2 


AC096128 


AC096128 Rattus no 


C1096 


38. 


8 


1 


.2 


273285 


1 


AE017304 


AE017304 Thermus t 


C1097 


38. 


8 


1 


.2 


281747 


2 


AC094865 


AC094865 Rattus no 


C1098 


38. 


8 


1 


.2 


292200 


1 


SC0939129 


AL939129 Streptomy 


1099 


38. 


8 


1 


.2 


296417 


2 


AC112730 


AC112730 Rattus no 


cllOO 


38. 


6 


1 


.2 


210 


11 


BV103732 


BV103732 MARC 6937 


1101 


38. 


6 


1 


.2 


444 


6 


AX307710 


AX307710 Sequence 


C1102 


38. 


6 


1 


.2 


1031 


8 


AK099137 


AK099137 Oryza sat 


C1103 


38. 


6 


1 


.2 


1034 


8 


AK061436 


AK061436 Oryza sat 


1104 


38. 


6 


1 


.2 


2135 


10 


S60316 


S 603 16 DMR-B15=myo 


1105 


38. 


6 


1 


.2 


2261 


10 


S60314 


S60314 DMR-B15=myo 


1106 


38. 


6 


1 


.2 


2432 


10 


S60313 


S60313 DMR-B15=myo 


1107 


38. 


6 


1 


.2 


2477 


10 


MMRNASEME 


X85994 M.musculus 


1108 


38. 


6 


1 


.2 


4717 


6 


AX463544 


AX463544 Sequence 


1109 


38. 


6 


1 


.2 


4759 


6 


AX463530 


AX463530 Sequence 


1110 


38. 


6 


1 


.2 


4783 


6 


E34509 


E34509 Novel rpoA. 


1111 


38. 


6 


1 


.2 


4783 


6 


E34511 


E34511 Novel ratA. 


1112 


38. 


6 


1 


.2 


4783 


6 


E34513 


E34513 Novel utili 


1113 


38. 


6 


1 


.2 


4783 


6 


E34515 


E34515 Human LIG-1 


1114 


38. 


6 


1 


.2 


4970 


10 


BC066852 


BC066852 Mus muscu 


1115 


38. 


6 


1 


.2 


5287 


9 


AB050468 


AB050468 Homo sapi 


1116 


38. 


6 


1 


.2 


13435 


1 


AE011670 


AE011670 Xanthomon 


1117 


38. 


6 


1 


.2 


139628 


2 


AC150112 


AC150112 Gallus ga 


C1118 


38. 


6 


1 


.2 


147924 


2 


AC036186 


AC036186 Homo sapi 


clll9 


38. 


6 


1 


.2 


151986 


8 


AP005840 


AP005840 Oryza sat 


C1120 


38. 


6 


1 


.2 


156655 


2 


AP002417 


AP002417 Homo sapi 


1121 


38. 


6 


1 


.2 


156826 


2 


AC055767 


AC0557 67 Homo sapi 


cll22 


38. 


6 


1 


.2 


162053 


2 


AC150193 


AC150193 Gallus ga 


1123 


38. 


6 


1 


.2 


164403 


9 


AC027097 


AC027097 Homo sapi 


cll24 


38. 


6 


1 


.2 


172185 


2 


AC068072 


AC068072 Homo sapi 


1125 


38. 


6 


1 


.2 


174006 


10 


BX119994 


BX119994 Mouse DNA 


cll26 


38. 


6 


1 


.2 


181340 


2 


AC009270 


AC009270 Homo sapi 


cll27 


38. 


6 


1.2 


192063 


9 


AC099665 


AC099665 Homo sapi 


1128 


38. 


6 


1 


.2 


202301 


1 


AE017286 


AE017286 Desulfovi 


c!129 


38. 


6 


1 


.2 


247200 


2 


AC123270 


AC123270 Rattus no 


cll30 


38. 


6 


1 


.2 


250709 


2 


AC135520 


AC135520 Rattus no 


C1131 


38. 


6 


1 


.2 


266754 


2 


AC137277 


AC137277 Rattus no 


cll32 


38. 


6 


1 


.2 


287536 


2 


AC093993 


AC093993 Rattus no 


cll33 


38. 


6 


1 


.2 


299700 


1 


AP005944 


AP005944 Bradyrhiz 


1134 


38. 


4 


1 


.2 


657 


8 


AK059037 


AK059037 Oryza sat 


1135 


38. 


4 


1 


.2 


1056 


6 


AX455900 


AX455900 Sequence 


1136 


38. 


4 


1 


.2 


1322 


1 


AY337170 


AY337170 Unculture 


1137 


38. 


4 


1 


.2 


1534 


8 


AK059256 


AK059256 Oryza sat 


cll38 


38. 


4 


1 


.2 


1550 


10 


BC057204 


BC057204 Mus muscu 


1139 


38. 


4 


1 


.2 


1582 


8 


AK063635 


AK063635 Oryza sat 


cll40 


38. 


4 


1 


.2 


1793 


10 


AF086830 


AF086830 Mus muscu 


1141 


38. 


4 


1 


.2 


1897 


8 


AK068590 


AK068590 Oryza sat 


1142 


38. 


4 


1 


.2 


1974 


8 


AK102523 


AK102523 Oryza sat 


1143 


38. 


4 


1 


.2 


1977 


8 


AK106531 


AK106531 Oryza sat 



1144 


38. 


4 


1. 


2 


1998 


8 


AK101878 


AK101878 


Oryza sat 


1145 


38. 


4 


1. 


2 


2493 


6 


AX455898 


AX455898 


Sequence 


1146 


38. 


4 


1. 


2 


2565 


6 


AX455899 


AX455899 


Sequence 


1147 


38. 


4 


1. 


2 


2568 


6 


AX468546 


AX468546 


Sequence 


1148 


38. 


4 


1. 


2 


2672 


10 


AF216805 


AF216805 Rattus no 


1149 


38. 


4 


1. 


2 


2684 


10 


AF216806 


AF216806 Rattus no 


1150 


38. 


4 


1. 


2 


2772 


6 


CQ730605 


CQ730605 


Sequence 


1151 


38. 


4 


1. 


2 


2792 


9 


BC035782 


BC035782 


Homo sapi 


1152 


38. 


4 


1. 


2 


2815 


8 


AY224496 


AY224496 


Oryza sat 


1153 


38. 


4 


1. 


2 


2870 


10 


AB019281 


AB019281 Rattus no 


1154 


38. 


4 


1. 


2 


3097 


10 


AF216804 


AF216804 Rattus no 


1155 


38. 


4 


1. 


2 


3336 


8 


AK121964 


AK121964 


Oryza sat 


1156 


38. 


4 


1. 


2 


3615 


10 


AF216807 


AF216807 Rattus no 


1157 


38. 


4 


1. 


2 


3923 


10 


AK173279 


AK173279 Mus muscu 


1158 


38. 


4 


1. 


2 


4187 


10 


BC059249 


BC059249 Mus muscu 


1159 


38. 


4 


1. 


2 


10511 


9 


AF097738 


AF097738 


Homo sapi 


1160 


38. 


4 


1. 


2 


11673 


6 


CQ600338 


CQ600338 


Sequence 


1161 


38. 


4 


1. 


2 


11707 


6 


CQ609149 


CQ609149 


Sequence 


cll62 


38. 


4 


1. 


2 


12521 


1 


AE014717 


AE014717 


Bif idobac 


1163 


38. 


4 


1. 


2 


25150 


1 


AB070945 


AB070945 


Streptomy 


1164 


38. 


4 


1. 


2 


101075 


8 


CNS08CBU 


AL928757 


Oryza sat 


cll65 


38. 


4 


1. 


2 


106553 


2 


AC150982 


AC150982 


Zea mays 


C1166 


38. 


4 


1. 


2 


107819 


8 


CNS08C8 J 


AL731880 


Oryza sat 


1167 


38. 


4 


1. 


2 


109008 


9 


AL590233 


AL590233 


Human DNA 


1168 


38. 


4 


1. 


2 


112897 


2 


OSIG00042 


AL732347 


Oryza sat 


1169 


38. 


4 


1. 


2 


113367 


9 


AC008178 


AC008178 


Homo sapi 


cll70 


38. 


4 


1. 


2 


134296 


9 


HS352H24 


AL449215 


Homo sapi 


1171 


38. 


4 


1. 


2 


141132 


9 


AC008250 


AC008250 


Homo sapi 


cll72 


38. 


4 


1. 


2 


144670 


8 


OSJN00084 


AL606686 


Oryza sat 


C1173 


38. 


4 


1. 


2 


145391 


8 


OSJN00092 


AL606651 


Oryza sat 


1174 


38. 


4 


1. 


2 


146442 


8 


AC125495 


AC125495 


Oryza sat 


cll75 


38. 


4 


1. 


2 


154018 


2 


AC062019 


AC062019 


Homo sapi 


C1176 


38. 


4 


1. 


2 


162568 


8 


AC136149 


AC136149 


Oryza sat 


1177 


38. 


4 


1. 


2 


166034 


2 


AC067913 


AC067913 


Homo sapi 


cll78 


38. 


4 


1. 


2 


174075 


2 


AC109241 


AC109241 


Mus muscu 


1179 


38. 


4 


1. 


2 


174373 


3 


AC093958 


AC093958 


Drosophil 


1180 


38. 


4 


1. 


2 


183922 


2 


AC005814 


AC005814 


Drosophil 


1181 


38. 


4 


1. 


2 


184349 


9 


AC113189 


AC113189 


Homo sapi 


c!182 


38. 


4 


1. 


2 


185278 


9 


AC023043 


AC023043 


Homo sapi 


cll83 


38. 


4 


1. 


2 


210624 


2 


AP001321 


AP001321 


Homo sapi 


1184 


38. 


4 


1. 


2 


210663 


2 


AC019525 


AC019525 


Drosophil 


1185 


38. 


4 


1. 


2 


213321 


2 


AC102988 


AC102988 


Rattus no 


cll86 


38. 


4 


1. 


2 


220283 


2 


AC103391 


AC103391 


Mus muscu 


C1187 


38. 


4 


1. 


2 


222457 


9 


AC108211 


AC108211 


Homo sapi 


cll88 


38. 


4 


1. 


2 


222871 


2 


AC108094 


AC108094 


Homo sapi 


1189 


38. 


4 


1. 


2 


231770 


2 


AC109171 


AC109171 


Mus muscu 


cll90 


38. 


4 


1. 


2 


238637 


2 


AC092254 


AC092254 


Mus muscu 


C1191 


38. 


4 


1. 


2 


245515 


2 


AC151275 


AC151275 


Mus muscu 


cll92 


38. 


4 


1. 


2 


247196 


2 


AC073822 


AC073822 


Mus muscu 


cll93 


38. 


4 


1. 


2 


300327 


1 


AE017228 


AE017228 


Mycobacte 


cll94 


38. 


4 


1. 


2 


300550 


1 


AP005030 


AP005030 


Streptomy 


1195 


38. 


4 


1. 


2 


300800 


1 


AP005036 


AP005036 


Streptomy 


cll96 


38. 


4 


1. 


2 


301068 


1 


AE017231 


AE017231 


Mycobacte 


1197 


38. 


4 


1. 


2 


311930 


3 


AE003480 


AE003480 


Drosophil 


1198 


38. 


4 


1. 


2 


346294 


1 


AP002999 


AP002999 


Mesorhizo 


1199 


38. 


4 


1. 


2 


347894 


1 


BX640431 


BX640431 


Bordetell 


cl200 


38. 


4 


1. 


2 


349980 


6 


AX492784 


AX492784 


Sequence 



cl201 


38.4 


1 


.2 


349980 


6 


AX553951 


AX553951 Sequence 


cl202 


38.2 


1 


.2 


367 


6 


AX336220 


AX336220 Sequence 


cl203 


38.2 


1 


.2 


367 


6 


AX336657 


AX336657 Sequence 


cl204 


38.2 


1 


.2 


552 


8 


AB075378 


AB075378 Oryza sat 


1205 


38.2 


1 


.2 


675 


6 


AR164340 


AR164340 Sequence 


1206 


38.2 


1 


.2 


675 


6 


BD204855 


BD204855 Compositi 


1207 


38.2 


1 


.2 


675 


6 


AR205883 


AR205883 Sequence 


cl208 


38.2 


1 


.2 


1575 


5 


AF247675 


AF247675 Gallus ga 


1209 


38.2 


1 


.2 


2173 


8 


AK072354 


AK072354 Oryza sat 


C1210 


38.2 


1 


.2 


3510 


1 


MCA54364 8 


AJ543648 Methyloco 


1211 


38.2 


1 


.2 


6520 


4 


BTU88532 


U88532 Bos taurus 


1212 


38.2 


1 


.2 


11064 


1 


D63799 


D63799 Thermus the 


1213 


38.2 


1 


.2 


16275 


6 


CQ584162 


CQ584162 Sequence 


C1214 


38.2 


1 


.2 


34478 


9 


HUMLUCA1 9 


AC000063 Human cos 


1215 


38.2 


1 


.2 


37507 


6 


CQ767414 


CQ767414 Sequence 


1216 


38.2 


1 


.2 


37507 


6 


CQ774652 


CQ774652 Sequence 


1217 


38.2 


1 


.2 


44567 


6 


AX695371 


AX695371 Sequence 


1218 


38.2 


1 


.2 


77457 


1 


AF210249 


AF21024 9 Streptomy 


1219 


38.2 


1 


.2 


82707 


9 


AC009363 


AC009363 Homo sapi 


1220 


38.2 


1 


.2 


110000 


1 


AE017282 26 


Continuation (27 o 


cl221 


38.2 


1 


.2 


123004 


2 


AC014962 


AC014962 Drosophil 


cl222 


38.2 


1 


.2 


147392 


9 


AC023300 


AC023300 Homo sapi 


cl223 


38.2 


1 


.2 


152435 


10 


AC121566 


AC121566 Mus muscu 


cl224 


38.2 


1 


.2 


153792 


2 


AC099404 


AC099404 Oryza sat 


cl225 


38.2 


1 


.2 


161970 


9 


AP005660 


AP005660 Homo sapi 


cl226 


38.2 


1 


.2 


165592 


10 


AC122020 


AC122020 Mus muscu 


cl227 


38.2 


1 


.2 


168981 


10 


AC124446 


AC124446 Mus muscu 


1228 


38.2 


1 


.2 


169518 


9 


AC090826 


AC090826 Homo sapi 


1229 


38.2 


1 


.2 


175275 


2 


AC111051 


AC111051 Mus muscu 


cl230 


38.2 


1 


.2 


179997 


2 


AC093338 


AC093338 Mus muscu 


1231 


38.2 


1 


.2 


186990 


3 


AC023678 


AC023678 Drosophil 


cl232 


38.2 


1 


.2 


187708 


2 


CR788293 


CR788293 Danio rer 


1233 


38.2 


1 


.2 


192389 


9 


AC007182 


AC007182 Homo sapi 


cl234 


38.2 


1 


.2 


197878 


3 


AC093437 


AC093437 Drosophil 


C1235 


38.2 


1 


.2 


198318 


2 


BX957253 


BX957253 Danio rer 


1236 


38.2 


1 


.2 


204077 


10 


AC103407 


AC103407 Mus muscu 


1237 


38.2 


1 


.2 


224733 


2 


AC098635 


AC098635 Rattus no 


cl238 


38.2 


1 


.2 


234803 


2 


AC095884 


AC095884 Rattus no 


cl239 


38.2 


1 


.2 


235930 


10 


AC131743 


AC131743 Mus muscu 


1240 


38.2 


1 


.2 


236502 


2 


AC098186 


AC098186 Rattus no 


cl241 


38.2 


1 


.2 


236913 


2 


AL161615 


AL161615 Homo sapi 


1242 


38.2 


1 


.2 


256476 


2 


AC133985 


AC133985 Rattus no 


1243 


38.2 


1 


.2 


291000 


1 


SCO939105 


AL939105 Streptomy 


C1244 


38.2 


1 


.2 


303022 


3 


AE003542 


AE003542 Drosophil 


cl245 


38.2 


1 


.2 


348457 


2 


AC127947 


AC127947 Rattus no 


1246 


38 


1 


.2 


594 


6 


AX654720 


AX654720 Sequence 


1247 


38 


1 


.2 


2325 


6 


E00897 


E00897 DNA encodin 


1248 


38 


1 


.2 


2503 


9 


S72883 


S72883 myotonin pr 


cl249 


38 


1 


.2 


2819 


1 


AZSNIFAFS 


D13799 Azospirillu 


1250 


38 


1 


.2 


2982 


6 


CQ606905 


CQ606905 Sequence 


1251 


38 


1 


.2 


3141 


1 


PSEACYII 


M18278 Pseudomonas 


1252 


38 


1 


.2 


3768 


1 


SCU80063 


U80063 Streptomyce 


1253 


38 


1 


.2 


25467 


1 


AB164642 


AB164642 Streptomy 


1254 


38 


1 


.2 


36299 


2 


AC020209 


AC020209 Drosophil 


1255 


38 


1 


.2 


47050 


1 


AJ582817 


AJ582817 Streptomy 


1256 


38 


1 


.2 


80670 


9 


AC128683 


AC128683 Homo sapi 


cl257 


38 


1 


.2 


82393 


3 


AC003923 


AC003923 Drosophil 



cl258 


38 


1 


.2 


105830 


10 


AL606909 


cl259 


38 


1 


.2 


110000 


2 


AP006489_1 


C1260 


38 


1 


.2 


110000 


2 


BX255276_11 


1261 


38 


1 


.2 


117724 


2 


AP004848 


1262 


38 


1 


.2 


123253 


9 


AC004971 


1263 


38 


1 


.2 


124814 


9 


AL161436 


cl264 


38 


1 


.2 


129108 


9 


AC011482 


1265 


38 


1 


.2 


140219 


10 


AL603714 


1266 


38 


1 


.2 


141121 


10 


AC099636 


1267 


38 


1 


.2 


144340 


8 


AP005110 


1268 


38 


1 


.2 


149135 


2 


AC149681 


1269 


38 


1 


.2 


153934 


2 


AC131027 


1270 


38 


1 


.2 


153959 


2 


AC144526 


C1271 


38 


1 


.2 


157452 


2 


AC010190 


1272 


38 


1 


.2 


162139 


9 


AC147651 


1273 


38 


1 


.2 


167770 


10 


AC126445 


cl274 


38 


1 


.2 


178671 


10 


AC124632 


1275 


38 


1 


.2 


179305 


2 


AC144411 


cl276 


38 


1 


.2 


179724 


9 


AP003094 


1277 


38 


1 


.2 


184435 


2 


AC141618 


cl278 


38 


1 


.2 


190936 


5 


BX548158 


1279 


38 


1 


.2 


191909 


2 


AC148337 


cl280 


38 


1 


.2 


193314 


2 


AL603866 


1281 


38 


1 


.2 


194672 


3 


AC008360 


cl282 


38 


1 


.2 


196490 


10 


AC126038 


cl283 


38 


1 


.2 


197943 


2 


AC129321 


C1284 


38 


1 


.2 


212808 


2 


AC150531 


1285 


38 


1 


.2 


218267 


9 


AC148667 


C1286 


38 


1 


.2 


225962 


2 


AC094695 


C1287 


38 


1 


.2 


227245 


9 


AC008569 


1288 


38 


1 


.2 


228324 


3 


AE003700 


C1289 


38 


1 


.2 


243187 


2 


AC134195 


1290 


38 


1 


.2 


250636 


2 


AC110312 


1291 


38 


1 


.2 


269862 


2 


CR450777 


cl292 


38 


1 


.2 


299425 


1 


AP005037 


C1293 


38 


1 


.2 


302300 


1 


AP005034 


1294 


38 


1 


.2 


304517 


1 


AE016789 


C1295 


37.8 


1 


.2 


205 


10 


RATS IMP Al 


cl296 


37.8 


1 


.2 


307 


11 


BV144291 


cl297 


37.8 


1 


.2 


307 


11 


BV144292 


C1298 


37.8 


1 


.2 


315 


11 


BV144290 


C1299 


37.8 


1 


.2 


318 


11 


BV144297 


cl300 


37.8 


1 


.2 


320 


11 


BV144296 


cl301 


37.8 


1 


.2 


321 


11 


BV144289 


C1302 


37.8 


1 


.2 


322 


11 


BV144293 


1303 


37.8 


1 


.2 


646 


11 


PM7H3B 


1304 


37.8 


1 


.2 


837 


6 


AR454024 


1305 


37.8 


1 


.2 


837 


6 


AR454025 


1306 


37.8 


1 


.2 


841 


6 


CQ780667 


1307 


37.8 


1 


.2 


841 


6 


CQ782118 


1308 


37.8 


1 


.2 


841 


6 


BD125376 


1309 


37.8 


1 


.2 


841 


6 


BD126827 


1310 


37.8 


1 


.2 


1065 


10 


AF212860 


1311 


37.8 


1 


.2 


1220 


6 


AR405953 


1312 


37.8 


1 


.2 


1221 


9 


AY136825 


1313 


37.8 


1 


.2 


1236 


9 


BC014245 


1314 


37.8 


1 


.2 


1257 


6 


BD269636 



AL606909 Mouse DNA 
Continuation ( 2 of 
Continuation (12 o 
AP004848 Oryza sat 
AC004971 Homo sapi 
AL161436 Human DNA 
AC011482 Homo sapi 
AL603714 Mouse DNA 
AC099636 Mus muscu 
AP005110 Oryza sat 
AC149681 Bos tauru 
AC131027 Canis fam 
AC144526 Homo sapi 
AC010190 Homo sapi 
AC147651 Homo sapi 
AC126445 Mus muscu 
AC124632 Mus muscu 
AC144411 Homo sapi 
AP003094 Homo sapi 
AC141618 Homo sapi 
BX548158 Zebrafish 
AC148337 Homo sapi 
AL603866 Mus muscu 
AC008360 Drosophil 

AC126038 Mus muscu 
AC129321 Mus muscu 
AC150531 Bos tauru 
AC148667 Macaca mu 
AC094695 Rattus no 
AC008569 Homo sapi 
AE003700 Drosophil 
AC134195 Rattus no 
AC110312 Rattus no 
CR450777 Danio rer 
AP005037 Streptomy 
AP005034 Streptomy 
AE016789 Pseudomon 
M36626 Rat simple 
BV144291 PZA02417- 
BV144292 PZA02417- 
BV144290 PZA02417- 
BV144297 PZA02417- 
BV144296 PZA02417- 
BV144289 PZA02417- 
BV144293 PZA02417- 
AL685226 Penicilli 
AR454024 Sequence 
AR454025 Sequence 
CQ780667 Sequence 
CQ782118 Sequence 
BD125376 Primer fo 
BD126827 Primer fo 

AF212860 Mus muscu 
AR405953 Sequence 
AY136825 Homo sapi 
BC014245 Homo sapi 
BD269636 Human sec 



1315 


37. 


8 


1. 


2 


1257 


6 


AX092390 


AX092390 


Sequence 


1316 


37. 


8 


1. 


2 


1257 


6 


AX376298 


AX376298 


Sequence 


1317 


37. 


8 


1. 


2 


1257 


6 


AX454660 


AX454660 


Sequence 


1318 


37. 


8 


1. 


2 


1257 


6 


AX459648 


AX459648 


Sequence 


1319 


37. 


8 


1. 


2 


1257 


6 


AX491138 


AX491138 


Sequence 


1320 


37. 


8 


1. 


2 


1257 


6 


AX697362 


AX697362 


Sequence 


1321 


37. 


8 


1. 


2 


1257 


9 


AY358914 


AY358914 


Homo sapi 


1322 


37. 


8 


1. 


2 


1284 


6 


AX829144 


AX829144 


Sequence 


1323 


37. 


8 


1. 


2 


1342 


6 


BD223153 


BD223153 


98 human 


1324 


37. 


8 


1. 


2 


1342 


6 


AR243851 


AR243851 


Sequence 


1325 


37. 


8 


1. 


2 


1471 


8 


AK106380 


AK106380 


Oryza sat 


1326 


37. 


8 


1. 


2 


1514 


9 


BC029590 


BC029590 


Homo sapi 


C1327 


37. 


8 


1. 


2 


1591 


8 


AK060742 


AK060742 


Oryza sat 


cl328 


37. 


8 


1. 


2 


1597 


8 


AF190770 


AF190770 


Oryza sat 


1329 


37. 


8 


1. 


2 


1653 


5 


AF205877 


AF205877 


Gallus ga 


cl330 


37. 


8 


1. 


2 


1677 


8 


AK069833 


AK069833 


Oryza sat 


1331 


37. 


8 


1. 


2 


2000 


6 


AX656098 


AX656098 


Sequence 


cl332 


37. 


8 


1. 


2 


2070 


9 


BC001723 


BC001723 


Homo sapi 


c!333 


37. 


8 


1. 


2 


2151 


9 


HSM803814 


AL832506 


Homo sapi 


1334 


37. 


8 


1. 


2 


2365 


6 


CQ783900 


CQ783900 


Sequence 


1335 


37. 


8 


1. 


2 


2365 


6 


BD127891 


BD127891 


Primer fo 


1336 


37. 


8 


1. 


2 


2365 


9 


AK075303 


AK075303 


Homo sapi 


cl337 


37. 


8 


1. 


2 


2445 


8 


AK100167 


AK100167 


Oryza sat 


C1338 


37. 


8 


1. 


2 


2821 


6 


AX835240 


AX835240 


Sequence 


C1339 


37. 


8 


1. 


2 


2821 


9 


AK098182 


AK098182 


Homo sapi 


1340 


37. 


8 


1. 


2 


3701 


1 


AF172724 


AF172724 


Caulobact 


1341 


37. 


8 


1. 


2 


5085 


9 


AF221759 


AF221759 


Homo sapi 


1342 


37. 


8 


1. 


2 


5713 


9 


D83785 


D83785 Homo sapien 


1343 


37. 


8 


1. 


2 


9811 


14 


AF449714 


AF449714 Cercopith 


1344 


37. 


8 


1. 


2 


10447 


1 


AE005692 


AE005692 


Caulobact 


cl345 


37. 


8 


1. 


2 


11283 


1 


AE005710 


AE005710 


Caulobact 


cl346 


37. 


8 


1. 


2 


33064 


2 


AY338477 


AY338477 


Streptomy 


cl347 


37. 


8 


1. 


2 


36655 


9 


HS399E4 


AL031721 


Human DNA 


1348 


37. 


8 


1. 


2 


72165 


10 


AL844574 


AL844574 Mouse DNA 


1349 


37. 


8 


1. 


2 


72880 


8 


AP006375 


AP006375 


Lotus cor 


1350 


37. 


8 


1. 


2 


90497 


10 


AF260927 


AF260927 Mus muscu 


cl351 


37. 


8 


1. 


2 


105589 


2 


AC092269 


AC092269 


Homo sapi 


C1352 


37. 


8 


1. 


2 


106544 


6 


CQ869794 


CQ869794 


Sequence 


cl353 


37. 


8 


1. 


2 


110000 


1 


AP006840 04 


Continuation (5 of 


cl354 


37. 


8 


1. 


2 


110000 


2 


AC138525 2 


Continuation (3 of 


1355 


37. 


8 


1. 


2 


111496 


9 


AC069351 


AC069351 


Homo sapi 


1356 


37. 


8 


1. 


2 


121607 


8 


AP003981 


AP003981 


Oryza sat 


cl357 


37. 


8 


1. 


2 


135175 


8 


AP004280 


AP004280 


Oryza sat 


1358 


37. 


8 


1. 


2 


138963 


2 


AC151908 


AC151908 


Mus muscu 


1359 


37. 


8 


1. 


2 


141686 


9 


AL355816 


AL355816 


Human DNA 


1360 


37. 


8 


1. 


2 


141833 


9 


AL442063 


AL442063 


Human DNA 


cl361 


37. 


8 


1. 


2 


144552 


9 


AC112723 


AC112723 


Homo sapi 


1362 


37. 


8 


1. 


2 


149051 


2 


AC138963 


AC138963 


Homo sapi 


1363 


37. 


8 


1. 


2 


150715 


14 


AY714813 


AY714813 Cercopith 


cl364 


37. 


8 


1. 


2 


153287 


8 


AP006070 


AP006070 


Oryza sat 


cl365 


37. 


8 


1. 


2 


156514 


8 


AP003514 


AP003514 


Oryza sat 


cl366 


37. 


8 


1. 


2 


158063 


9 


AP001046 


AP001046 


Homo sapi 


1367 


37. 


8 


1. 


,2 


160197 


9 


AP004221 


AP004221 


Homo sapi 


1368 


37. 


8 


1. 


,2 


163794 


2 


AC138922 


AC138922 


Homo sapi 


1369 


37. 


8 


1. 


,2 


166847 


9 


AC008393 


AC008393 


Homo sapi 


1370 


37. 


8 


1. 


.2 


166892 


9 


AC007463 


AC007463 


Homo sapi 


1371 


37. 


8 


1, 


.2 


167315 


2 


AC137501 


AC137501 


Homo sapi 



1372 


37. 


8 


1 


.2 


168860 


9 


AC098594 


AC098594 


Homo sapi 


cl373 


37. 


8 


1 


.2 


169089 


9 


AC008537 


AC008537 


Homo sapi 


1374 


37. 


8 


1 


.2 


171329 


2 


AC147785 


AC147785 


Pan trogl 


1375 


37. 


8 


1 


.2 


172424 


2 


AC150837 


AC150837 


Papio anu 


cl376 


37. 


8 


1 


.2 


174520 


9 


BS000234 


BS000234 


Pan trogl 


cl377 


37. 


8 


1 


.2 


175689 


9 


AC148703 


AC148703 


Macaca mu 


1378 


37. 


8 


1 


.2 


175839 


9 


AC004491 


AC004491 


Homo sapi 


cl379 


37. 


8 


1 


.2 


176922 


9 


AC012213 


AC012213 


Homo sapi 


cl380 


37. 


8 


1 


.2 


177163 


9 


AC138904 


AC138904 


Homo sapi 


1381 


37. 


8 


1 


.2 


179627 


9 


AC113426 


AC113426 


Homo sapi 


1382 


37. 


8 


1 


.2 


179947 


10 


AC122023 


AC122023 Mus muscu 


1383 


37. 


8 


1 


.2 


181936 


2 


AC013387 


AC013387 


Homo sapi 


1384 


37. 


8 


1 


.2 


184706 


2 


AC013327 


AC013327 


Homo sapi 


cl385 


37. 


8 


1 


.2 


185165 


2 


AC134309 


AC134309 


Homo sapi 


1386 


37. 


8 


1 


.2 


186462 


2 


AL391727 


AL391727 


Homo sapi 


cl387 


37. 


8 


1 


.2 


186956 


2 


AC120346 


AC120346 


Mus muscu 


cl388 


37. 


8 


1 


.2 


187371 


2 


AC145229 


AC145229 


Homo sapi 


c!389 


37. 


8 


1 


.2 


189814 


9 


AC145866 


AC145866 


Pan trogl 


1390 


37. 


8 


1 


.2 


194757 


2 


AC068882 


AC068882 


Homo sapi 


cl391 


37. 


8 


1 


.2 


195646 


9 


AC093709 


AC093709 


Pan trogl 


cl392 


37. 


8 


1 


.2 


197000 


2 


AC124859 


AC124859 


Homo sapi 


1393 


37. 


8 


1 


.2 


197665 


10 


AC123940 


AC123940 Mus muscu 


cl394 


37. 


8 


1 


.2 


200068 


9 


AC148691 


AC148691 


Macaca mu 


cl395 


37. 


8 


1 


.2 


201627 


9 


AC017068 


AC017068 


Homo sapi 


1396 


37. 


8 


1 


.2 


207751 


2 


AC112189 


AC112189 


Homo sapi 


1397 


37. 


8 


1 


.2 


213515 


2 


AC145231 


AC145231 


Homo sapi 


1398 


37. 


8 


1 


.2 


220349 


2 


AC136438 


AC136438 


Homo sapi 


cl399 


37. 


8 


1 


.2 


221557 


2 


AC146538 


AC146538 


Gasterost 


cl400 


37. 


8 


1 


.2 


224956 


2 


AC019008 


AC019008 


Mus muscu 


cl401 


37. 


8 


1 


.2 


228789 


2 


AC122236 


AC122236 


Mus muscu 


1402 


37. 


8 


1 


.2 


230510 


9 


AC084794 


AC084794 


Homo sapi 


cl403 


37. 


8 


1 


.2 


235751 


2 


AC146180 


AC146180 


Pan trogl 


1404 


37. 


8 


1 


.2 


237613 


2 


AC025769 


AC025769 


Homo sapi 


cl405 


37. 


8 


1 


.2 


238084 


2 


BX950172 


' BX950172 


Danio rer 


C1406 


37. 


8 


1 


.2 


251096 


10 


AL596255 


AL596255 Mouse DNA 


1407 


37. 


8 


1 


.2 


256417 


2 


AC079422 


AC079422 


Mus muscu 


c!408 


37. 


8 


1 


.2 


279011 


9 


AE006467 


AE006467 


Homo sapi 


1409 


37. 


8 


1 


.2 


300861 


1 


AE016777 


AE016777 


Pseudomon 


1410 


37. 


8 


1 


.2 


302898 


1 


AE017238 


AE017238 


Mycobacte 


1411 


37. 


8 


1 


.2 


321250 


1 


SC0939111 


AL939111 


Streptomy 


cl412 


37. 


8 


1 


.2 


340000 


9 


AP001751 


AP001751 


Homo sapi 


cl413 


37. 


8 


1 


.2 


349619 


1 


AP002996 


AP002996 


Mesorhizo 


1414 


37. 


6 


1 


.2 


599 


11 


G16014 


G16014 human STS C 


cl415 


37. 


6 


1 


.2 


1297 


1 


S76058 


S7 6058 MPKR=polyke 


1416 


37. 


6 


1 


.2 


1336 


8 


BT009312 


BT009312 


Triticum 


cl417 


37. 


6 


1 


.2 


2076 


6 


CQ490663 


CQ490663 


Sequence 


cl418 


37. 


6 


1 


.2 


2076 


6 


CQ496498 


CQ496498 


Sequence 


1419 


37. 


6 


1 


.2 


2400 


6 


CQ056276 


CQ056276 


Sequence 


1420 


37. 


6 


1 


.2 


2400 


6 


CQ075544 


CQ075544 


Sequence 


1421 


37. 


6 


1 


.2 


2400 


6 


CQ106523 


CQ106523 


Sequence 


1422 


37. 


6 


1 


.2 


2400 


6 


CQ145184 


CQ145184 


Sequence 


1423 


37. 


6 


1 


.2 


2400 


6 


CQ180624 


CQ180624 


Sequence 


1424 


37. 


6 


1 


.2 


2400 


6 


CQ204997 


CQ204997 


Sequence 


1425 


37. 


6 


1 


.2 


2400 


6 


CQ228365 


CQ228365 


Sequence 


1426 


37. 


6 


1 


.2 


2400 


6 


CQ266538 


CQ266538 


Sequence 


1427 


37. 


6 


1 


.2 


2400 


6 


CQ303495 


CQ303495 


Sequence 


1428 


37. 


6 


1 


.2 


2400 


6 


CQ340814 


CQ340814 


Sequence 



1429 


37. 


6 


1. 


2 


2530 


1 


SLU04630 


U04 630 Streptomyce 


C1430 


37.6 


1. 


2 


2581 


6 


CQ609150 


CQ609150 Sequence 


cl431 


37. 


6 


1. 


2 


2655 


6 


CQ600339 


CQ600339 Sequence 


cl432 


37. 


6 


1. 


2 


2684 


9 


BC059356 


BC059356 Homo sapi 


cl433 


37. 


6 


1. 


2 


2854 


1 


SGAATA 


X95916 Streptomyce 


cl434 


37. 


6 


1. 


2 


2862 


9 


AK122815 


AK122815 Homo sapi 


cl435 


37. 


6 


1. 


2 


3973 


3 


BT010301 


BT010301 Drosophil 


C1436 


37. 


6 


1. 


2 


4001 


9 


AK122942 


AK122942 Homo sapi 


cl437 


37. 


6 


1. 


2 


4119 


2 


AC138418 


AC138418 Homo sapi 


cl438 


37. 


6 


1. 


2 


4320 


9 


HSU60325 


U60325 Human DNA p 


cl439 


37. 


6 


1. 


2 


4440 


6 


BD249887 


BD249887 Diagnosti 


C1440 


37. 


6 


1. 


2 


4440 


6 


AX034450 


AX034450 Sequence 


C1441 


37. 


6 


1. 


2 


4440 


9 


BC042571 


BC042571 Homo sapi 


cl442 


37. 


6 


1. 


2 


4465 


9 


MIHSDNAPL 


X98093 H. sapiens m 


cl443 


37. 


6 


1. 


2 


4503 


9 


BC050559 


BC050559 Homo sapi 


C1444 


37. 


6 


1. 


2 


5520 


3 


AC084329 


AC084329 Leishmani 


cl445 


37. 


6 


1. 


2 


5833 


1 


AF147703 


AF147703 Streptomy 


cl446 


37. 


6 


1. 


2 


8699 


9 


HSU74651 


U74651 Human DNA p 


cl447 


37. 


6 


1. 


2 


10276 


1 


AE012455 


AE012455 Xanthomon 


cl448 


37. 


6 


1. 


2 


10524 


1 


AE011740 


AE011740 Xanthomon 


cl449 


37. 


6 


1. 


2 


12905 


1 


AF055922 


AF055922 Streptomy 


cl450 


37. 


6 


1. 


2 


21579 


9 


AC138417 


AC138417 Homo sapi 


1451 


37. 


6 


1. 


2 


32331 


9 


AP001101 


AP001101 Homo sapi 


cl452 


37. 


6 


1. 


2 


37487 


6 


AX695389 


AX695389 Sequence 


1453 


37. 


6 


1. 


2 


53571 


2 


AC133632 


AC133632 Homo sapi 


1454 


37. 


6 


1. 


2 


55114 


9 


HS1096J16 


AL121721 Human DNA 


cl455 


37. 


6 


1. 


2 


59394 


6 


AX695860 


AX695860 Sequence 


C1456 


37. 


6 


1. 


2 


64154 


2 


AL451003_3 


Continuation (4 of 


1457 


37. 


6 


1. 


2 


100719 


9 


BX255925 


BX255925 Human DNA 


C1458 


37. 


6 


1. 


2 


110000 


1 


AP006618 53 


Continuation (54 o 


cl459 


37. 


6 


1. 


2 


110000 


2 


AL451003_2 


Continuation (3 of 


1460 


37. 


6 


1. 


2 


110000 


2 


LMFLCHR36 03 


Continuation (4 of 


1461 


37. 


6 


1. 


2 


122884 


9 


HS1158B12 


AL034396 Human DNA 


1462 


37. 


6 


1. 


2 


126228 


9 


AC006543 


AC006543 Homo sapi 


C1463 


37. 


6 


1. 


2 


136551 


2 


AC048354 


AC048354 Homo sapi 


cl464 


37. 


6 


1. 


2 


140507 


10 


AL772410 


AL772410 Mouse DNA 


C1465 


37. 


6 


1. 


2 


142080 


2 


AC069260 


AC069260 Homo sapi 


cl466 


37. 


6 


1. 


2 


156630 


9 


AC146025 


AC146025 Pan trogl 


1467 


37. 


6 


1. 


2 


162392 


9 


AP001206 


AP001206 Homo sapi 


1468 


37. 


6 


1. 


2 


163319 


2 


AC110512 


AC110512 Mus muscu 


cl469 


37. 


6 


1. 


2 


163801 


2 


AC025224 


AC025224 Homo sapi 


1470 


37. 


6 


1. 


2 


165433 


8 


CNS08C8S 


AL731888 Oryza sat 


1471 


37. 


6 


1. 


2 


165704 


9 


AC007387 


AC007387 Homo sapi 


1472 


37. 


6 


1. 


2 


167672 


2 


AC132806 


AC132806 Homo sapi 


1473 


37. 


6 


1. 


2 


170612 


9 


AC005317 


AC005317 Homo sapi 


1474 


37. 


6 


1. 


2 


170695 


9 


AC016134 


AC016134 Homo sapi 


1475 


37. 


6 


1. 


2 


172505 


9 


AC124068 


AC124 068 Homo sapi 


1476 


37. 


6 


1. 


2 


177433 


9 


AP001458 


AP001458 Homo sapi 


C1477 


37. 


6 


1. 


2 


177719 


9 


AC135048 


AC135048 Homo sapi 


1478 


37. 


6 


1. 


2 


177990 


2 


AC090306 


AC090306 Homo sapi 


C1479 


37. 


6 


1. 


2 


183846 


9 


AC073850 


AC073850 Homo sapi 


1480 


37. 


6 


1. 


2 


184039 


9 


CNS018OX 


AL109767 Human chr 


C1481 


37. 


6 


1. 


2 


184665 


10 


AL773563 


AL773563 Mouse DNA 


cl482 


37. 


6 


1. 


2 


184799 


2 


AC037448 


AC03744 8 Homo sapi 


1483 


37. 


6 


1. 


2 


184802 


9 


AP001160 


AP001160 Homo sapi 


1484 


37. 


6 


1. 


2 


185079 


2 


AC135702 


AC135702 Rattus no 


cl485 


37. 


6 


1. 


2 


187727 


2 


AC021142 


AC021142 Homo sapi 



1486 


37. 


6 


1 


.2 


187741 


2 


AC087681 


AC087681 


Homo sapi 


1487 


37. 


6 


1 


.2 


189541 


2 


AC101785 


AC101785 


Mus muscu 


1488 


37. 


6 


1 


.2 


189758 


2 


CR450704 


CR450704 


Danio rer 


1489 


37. 


6 


1 


.2 


190253 


2 


AC067779 


AC067779 


Homo sapi 


cl490 


37. 


6 


1 


.2 


196413 


2 


AC139927 


AC139927 


Rattus no 


1491 


37. 


6 


1 


.2 


196733 


10 


AC090008 


AC090006 


t Mus muclu 


cl492 


37. 


6 


1 


.2 


201821 


2 


AC129105 


AC129105 


Homo sapi 


cl493 


37. 


6 


1 


.2 


202414 


2 


AC135051 


AC135051 


Homo sapi 


1494 


37. 


6 


1 


.2 


202505 


2 


AC090232 


AC090232 


Homo sapi 


1495 


37. 


6 


1 


.2 


203050 


1 


AL646071 


AL646071 


Ralstonia 


1496 


37. 


6 


1 


.2 


208050 


1 


AL646083 


AL646083 


Ralstonia 


C1497 


37. 


6 


1 


.2 


209990 


10 


AC092751 


AC092751 Genomic s 


1498 


37. 


6 


1 


.2 


211250 


2 


AC090702 


AC090702 


Homo sapi 


cl499 


37. 


6 


1 


.2 


213846 


2 


AC140254 


AC140254 


Mus muscu 


1500 


37. 


6 


1 


.2 


213916 


2 


AC073473 


AC073473 


Homo sapi 



ALIGNMENTS 



RESULT 1 
AX697208 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 

JOURNAL 

FEATURES 

source 

ORIGIN 



AX697208 3143 bp DNA linear PAT 02-APR-2003 

Sequence 276 from Patent WO0078961. 

AX697208 

AX697208.1 GI: 29498147 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 

Ferrara,N., Stewart, T .A. , Williams, P.M., Baker, K. P., Desnoyers, L . , 
Eaton, D.L., Gao,W.Q., Pan, J., Botstein,D., Fong,S., Goddard,A., 
Godowski, P. J. , Gurney,A.L., Smith, V., Tumas,D., Wood, W. I., 
Grimaldi, C. J. , Hillan,K.J., Paoni,N.F., Roy,M. A. and Watanabe, C . K . 
Secreted and transmembrane polypeptides and nucleic acids encoding 
the same 

Patent: WO 0078961-A 276 28-DEC-2000; 
Genentech Inc. (US) 

Location/Qualifiers 

1. .3143 

/organism="Homo sapiens" 
/mol_type= "una s signed DNA" 
/db xref="taxon:9606" 



Query Match 100.0%; Score 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
Matches 3143; Conservative 0; Mismatches 



DB 6; Length 3143; 
0; Indels 0; 



Gaps 



0; 



Qy 

Db 



1 GGGCTGAGGCACTGAGAGAC C GGAAAGCCT GGCAT T C CAGAGGGAGGGAAACGCAGC GGC 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1 GGGCTGAGGCACTGAGAGACCGGAAAGCCTGGCATTCCAGAGGGAGGGAAACGCAGCGGC 60 



Qy 



61 ATCCCCAGGCTCCAGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCC 120 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I i I I 



Db 61 ATCCCCAGGCTCCAGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCC 120 

Qy 121 TGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGC 180 

I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I 

Db 121 TGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGC 180 

Qy 181 TGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTATG 240 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II 
Db 181 TGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTATG 240 

Qy 241 CAGGGGATGAACGTAGGGCACTTAGCTTCTTCCACCAGAAGGGCCTCCAGGATTTTGACA 300 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I 
Db 241 CAGGGGAT GAACGTAGGGCACTTAGCTT CTT C CAC CAGAAGGGCCTC CAGGATTTT GAC A 300 

Qy 301 CTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGG 360 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 301 CTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGG 360 

Qy 361 CCTT GGAT AT CCAGGAT C CAGGGGT C C CCAGGCTAAAGAACATGATAC C GT GGCCAGC C A 420 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 361 C CT T GGATAT CCAGGATC C AGGGGTC CCCAGGCTAAAGAAC AT GATACCGT GGC CAGCCA 420 

Qy 421 GT GAC AG AAAAAAG AGT G AAT GT G C C T T T AAG AAG AAG AG C AAT G AG AC AC AGT GT T T C A 4 80 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 421 GT GACAGAAAAAAGAGT GAAT GT GC CT TTAAGAAGAAGAG C AAT GAGACAC AGT GTT T CA 480 

Qy 481 ACT T CAT CC GTGT CCT GGTTT CTT ACAAT GT CAC CC AT CT CT ACACCT GC GGCAC CT T C G 540 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 481 ACTTCATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCG 540 

Qy 541 CCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTGTTGCCCATCTCGG 600 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 541 CCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTGTTGCCCATCTCGG 600 

Qy 601 AGGACAAGGT CAT GGAGGGAAAAGGC CAAAGCC CCT T T GAC C CC GCT CACAAGCAT AC GG 660 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I II I 
Db 601 AGGACAAGGT CAT GGAGGGAAAAGGCCAAAGC C CCT T T GACC CCGCT CACAAGCAT ACGG 660 

Qy 661 CTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGC 720 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 661 CTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGC 720 

Qy 721 C CAT C CT GAT GC GCACACT GGGAT C C CAGC CT GT CCT C AAGAC C GACAACTTC CT C C GCT 780 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 m 1 1 1 ii i 

Db 721 CC AT CCT GAT GC GCACACT GGGAT C C C AGCCT GT CCT CAAGAC C GACAACTT C CT C C GCT 780 

Qy 781 GGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCT 840 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 7 81 GGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCT 840 

Qy 841 TCTTCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGG 900 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 

Db 841 T CTT C GAGGAGACAGC CAGCGAGTTT GACTT CTTT GAGAGGCT C C AC ACAT CGC GGGTGG 900 

Qy 901 CT AGAGT CT GCAAGAATGACGT GGGC GGCGAAAAGCT GCT GCAGAAGAAGT GGACCACCT 960 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II I I I I I I I 
Db 901 CT AGAGT CT GCAAGAATGACGT GGGCGGCGAAAAGCT GCT GCAGAAGAAGT GGACCACCT 960 



961 TCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCC 1020 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I i I I I I I I I 
961 TCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCC 1020 

Qy 1021 ACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCT 1080 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1021 AC GC GGT CCTGCTCCCCGCC GAT T CT C C CACAGCT C C C C ACAT CT AC GCAGT CTT C AC CT 1080 

Qy 1081 CCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACA 1140 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II I I I I I I I I I I I I I I I I I I I 
Db 1081 CCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACA 1140 

Qy 1141 TT GAAC GT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTTCAC GCT GGACTA 1200 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1141 T T GAAC GT GT CTTTAAGGG GAAAT ACAAAGAGTT GAACAAAGAAACTTCAC GCT GGACTA 1200 

Qy 1201 CTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTG 1260 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1201 CTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTG 12 60 

Qy 1261 ATAAGGCCCTGACCTTCAT GAAGGACCATTTCCT GAT GGATGAGCAAGT GGTGGGGACGC 1320 

I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1261 ATAAGGC C CT GAC CTT CAT GAAGGACCAT TT CCT GAT GGAT GAG CAAGT GGT GGGGACGC 1320 

Qy 1321 CCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCC 1380 

I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 
Db 1321 CCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCC 1380 

Qy 1381 TT GAT GGGCACAGC CAT CTT GT CAT GT AC CT GGGAACCAC C ACAGGGTC GCT C CACAAGG 1440 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1381 TT GAT GGGCACAGC CAT CT T GT CAT GTAC CT GGGAAC CAC CACAGGGTC GC T C CACAAGG 1440 

Qy 1441 CT GT GGT AAGT GGGGACAGCAGT GCT CAT CT GGT GGAAGAGATT C AGCT GTT CCCT GACC 1500 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1441 CT GT GGTAAGT GGGGACAGCAGT GCT CAT CT GGT G GAAGAGATT C AGCT GTT C CCT GACC 1500 

Qy 1501 CTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCT 1560 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1501 CTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCT 1560 

Qy 1561 C AGGAGGT GT CT GGAGGGT GC C CC GAGC CAACT GT AGT GT CT AT GAGAGCT GT GT GGACT 1620 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1561 C AGGAGGT GT CT GGAGGGT GC C C C GAGCCAACT GT AGT GT CT AT GAGAGCT GT GT GGACT 1620 

Qy 1621 GTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCC 1680 

I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1621 GTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCC 1680 

Qy 1681 T GT CT GC CCC CAAC CT GAACT C CT GGAAGCAGGAC AT GGAGC GGGGGAACC CAGAGT GGG 1740 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1681 TGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGGGGGAACCCAGAGTGGG 1740 

Qy 1741 CAT GT GC CAGTGGC CCC AT GAGC AG GAGCCT T C GGC CT C AGAGCC GC CC G CAAAT C ATT A 1800 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 
Db 1741 CATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGAGCCGCCCGCAAATCATTA 1800 



Qy 

Db 



Qy 1801 AAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCT 1860 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I II I I I I I 
Db 1801 AAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCT 1860 

Qy 1861 TGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAAGCCTCTTCCACTGTCT 1920 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1861 TGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAAGCCTCTTCCACTGTCT 1920 

Qy 1921 ACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGG 1980 

I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1921 ACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGG 1980 

Qy 1981 CAACT GAGAAT GGCTTTTCAT ACCCT GTGAT CT C CT ACT GGGT GGAC AGC CAGGAC CAGA 204 0 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1981 CAACT GAGAAT GGCT TTTCAT ACCCT GT GAT CTC CT ACT GGGT GGAC AGCCAGGAC CAGA 2040 

Qy 2041 CCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGA 2100 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2041 CCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGA 2100 

Qy 2101 CCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCA 2160 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2101 CCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCA 2160 

Qy 2161 CTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCC 2220 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2161 CTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCC 2220 

Qy 2221 CATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGG 2280 

I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2221 CATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGG 2280 

Qy 2281 AGAAGGCCC C GTTAAGCAGAGAGCAACACCT C CAGT CTCCCAAGGAAT GC AGGACCT CT G 2340 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2281 AGAAGGC CCC GTTAAGCAGAGAGCAACAC CT C CAGT CTC C CAAGGAATGC AGGAC CT CT G 2340 

Qy 2341 CCAGT GAT GT GGACGCT GACAACAACT GC CT AGGCACTGAGGTAGCT TAAACT CT AGGC A 2400 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2341 CCAGTGATGT GGAC GCT GACAACAACT GC CT AGGCACTGAGGTAGCT TAAACT CT AGGC A 2400 

Qy 2401 CAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCC 24 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 24 01 CAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCC 2460 

Qy 2461 T GACT AGGAT GAC AGCAGCACAAAAGACCACCTTT CT C C C CT GAGAGGAGCTT CT GCT AC 2520 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2461 T GACT AGGAT GACAGCAGCACAAAAGACCACCTTT CT CCC CTGAGAGGAGCTT CT GCT AC 2520 

Qy 2521 T CTGCAT CACT GAT GACACT CAGCAGGGT GAT GCACAGC AGT CT GCCTC C CCT AT GGGAC 2580 

I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2521 T CTGCAT CACTGAT GAC ACT CAGCAGGGT GAT GCAC AGCAGT CT GC CTC C C CT ATGGGAC 2580 

Qy 2581 TCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGCTACCCCCAGACCTGCTCC 2640 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2581 TCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGCTACCCCCAGACCTGCTCC 264 0 

Qy 2641 T ACACT GAT ATT GAAGAACCT GGAGAGGAT CCTT CAGTT CTGGC CATT CCAGGGACCCT C 2700 



1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 2641 TACACTGATATTGAAGAACCTGGAGAGGATCCTTCAGTTCTGGCCATTCCAGGGACCCTC 2700 

Qy 2701 CAGAAACACAGTGTTT CAAGAGACCCTAAAAAACCT GCCT GTCCCAGGACCCTAT GGTAA 2760 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 11 I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2701 CAGAAACACAGTGTTT CAAGAGACCCTAAAAAACCT GCCT GTCCCAGGACCCTAT GGTAA 2760 

Qy 2761 T GAAC AC CAAACAT CTAAACAAT C AT AT GCTAACAT GC C ACTC CTGGAAACT C CACT CT G 2820 

I I I I I I I I I i I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2761 TGAACAC CAAACAT CTAAACAAT CAT AT GCTAACAT GC CACT C CTGGAAAC T CCACT CT G 2820 

Qy 2821 AAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCC 2880 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 
Db 2821 AAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCC 2880 

Qy 2881 T C CT G CT T C CCTT AC CAGT CGT GCACC GCT GACT C C CAG GAAGT CT T T C CT GAAGTCT GA 2940 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I 
Db 2881 TCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGA 2940 

Qy 2941 CCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCTTCTGCCCTGGCAGAATGG 3000 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2941 CCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCTTCTGCCCTGGCAGAATGG 3000 

Qy 3001 CAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCC 3060 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 
Db 3001 CAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCC 3060 

Qy 3061 TCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTAT 3120 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 3061 TCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTAT 3120 

Qy 3121 TAAAAATATAAGGCTTAAAAAAA 3143 

I I I I I I I I I I I I I I I I I I I I I I I 
Db 3121 TAAAAATATAAGGCTTAAAAAAA 3143 
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1. .3143 

/organism="Homo sapiens" 
/mol_type="mRNA" 
/db_xref ="taxon: 9606" 
/clone="DNA71166" 
1. .3143 

/locus_tag="UNQ783" 
105. .2390 
/locus_tag="UNQ783" 
/note="PR01317" 
/ codon_start=l 
/product="semaphorin B" 
/protein_id="AAQ88895. 1" 
/db_xref="GI: 37182185" 

/ trans la tion="MALPALGLDPWSLLGLFLFQLLQLLLPTTTAGGGGQGPMPRVRY 
YAGDERRALSFFHQKGLQDFDTLLLSGDGNTLYVGAREAILALDIQDPGVPRLKNMIP 
WPASDRKKSECAFKKKSNETQCFNFIRVLVSYNVTHLYTCGTFAFSPACTFIELQDSY 
LLPISEDKVTVIEGKGQSPFDPAHKHTAVXvTDGMLYSGTMNNFLGSEPimRTLGSQPVL 
KTDNFLRWLHHDASFVAAIPSTQWYFFFEETASEFDFFERLHTSRVARVCKNDVGGE 
KLLQKKWTT FLKAQLLCTQ PGQLP FNVI RHAVLL P AD S PT APH I YAVFT S QWQVGGT R 
SSAVCAFSLLDIERVFKGKYKELNKETSRWTTYRGPETNPRPGSCSVGPSSDKALTFM 
KDHFmDEQWGTPLLV^SGV^YTRLAVTITAQGLDGHSHLvTyLYLGTTTGSLHKAWSG 
DSSAHLV^EIQLFPDPEPVWLQLAPTQGAVFVGFSGGWRVPRANCSVYESCVDCVL 
ARDPHCAWDPESRTCCLLSAPNLNSWKQDMERGNPEWACASGPMSRSLRPQSRPQIIK 
EVXAVPNSILELPCPHLSALASYYWSHGPAAVPEASSTVYNGSLLLIVQDGVGGLYQC 
WAT EN G FS Y P VI S YWVDSQDQTLALDPELAGI PREHVKVPLTRVSGGAALAAQQS YWP 
HFVTVTVLFALVLSGALI ILVAS PLRALRARGKVQGCETLRPGEKAPLSREQHLQS PK 
ECRTSASDVDADNNCLGTEVA" 



ORIGIN 



Query Match 100.0%; Score 3143; DB 9; 

Best Local Similarity 100.0%; Pred. No. 0; 
Matches 3143; Conservative 0; Mismatches 



Length 3143; 
0; Indels 0; 



Gaps 



0; 



Qy 

Db 



1 GGGCT GAGGC ACT GAGAGACC GGAAAGC CT GGC ATT CCAGAGGGAGGGAAACGCAGCGGC 60 

I 1 I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1 GGGCTGAGGCACTGAGAGACCGGAAAGCCTGGCATTCCAGAGGGAGGGAAACGCAGCGGC 60 



Qy 

Db 



61 ATCCCCAGGCTCCAGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCC 120 

I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I 
61 ATCCCCAGGCTCCAGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCC 120 



Qy 

Db 



121 TGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGC 180 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

121 TGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGC 180 



Qy 181 TGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTATG 240 

I I I I I I I I I I I I I I I I I I I I I II I I I I I II I I I I I II I I I I I I I II I I I I I I I I I I I I I I 
Db 181 TGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTATG 24 0- 

Qy 241 CAGGGGAT GAACGT AGGG C ACT T AGCTTCT T CCACCAGAAGGGC CT C CAGGAT TTT GAC A 300 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 241 CAGGGGATGAACGTAGGGCACTTAGCTTCTTCCACCAGAAGGGCCTCCAGGATTTTGACA 300 

Qy 301 CTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGG 360 

I II I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 301 CTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGG 360 

Qy 361 CCTTGGATATCCAGGATCCAGGGGTCCCCAGGCTAAAGAACATGATACCGTGGCCAGCCA 420 

I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 
Db 361 CCT T GGATATCCAGGAT C CAGGGGT CC CCAGGCTAAAGAACAT GAT AC C GT GGCC AGC CA 420 

Qy 421 GTGAC AGAAAAAAGAGT GAAT GT GC CT TTAAGAAGAAGAGCAAT GAGACACAGT GT TT CA 480 

I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 421 GTGAC AGAAAAAAGAGT GAAT GT GC CTTTAAGAAGAAGAGCAAT GAGACACAGT GT TT CA 480 

Qy 481 ACTTCATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCG 540 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 481 ACTTCATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCG 540 

Qy 541 CCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTGTTGCCCATCTCGG 600 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 541 CCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTGTTGCCCATCTCGG 600 

Qy 601 AGGACAAGGTCATGGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATACGG 660 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 
Db 601 AGGACAAGGT CAT GGAGGGAAAAGGC CAAAGCC CCTT T GACC C C G CT CACAAGC AT AC GG 660 

Qy 661 CTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGC 720 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 661 CTGT CTTGGTGGAT GGGAT GCT CTATT CT GGT ACT AT GAACAACT T C CTGGGCAGT GAGC 720 

Qy 721 C CAT C CT GAT GC GCACACT GGGAT C C CAG C CT GT C CT CAAGAC CGACAACTT C CT CC GCT 780 

I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 721 CCATCCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCT 780 

Qy 781 GGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCT 840 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 781 GGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCT 840 

Qy 841 T CTT C GAGGAGAC AGC CAGCGAGTT T GACTT CT T T GAGAGGCT C C ACAC AT C G CGGGT GG 900 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 841 T CTT C GAGGAGAC AGCCAGCGAGTT T GACTTCTT T GAGAGGCT C CACACAT C GCGGGT GG 900 

Qy 901 CTAGAGTCT GCAAGAAT GACGT GGGC GGCGAAAAGCT GCTGCAGAAGAAGT GGAC C ACCT 960 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 

Db 901 CTAGAGTCT GCAAGAAT GACGT GGGCGGC GAAAAGCT GCT GCAGAAGAAGT GGAC C AC CT 960 

Qy 961 TCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCC 1020 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 961 TCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCC 1020 



Qy 1021 ACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCT 1080 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 
Db 1021 ACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCT 1080 

Qy 1081 CCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACA 1140 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1081 CCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACA 114 0 

Qy 1141 T T GAAC GT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTT CACG CT GGACT A 1200 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1141 TT GAACGT GT CTTTAAGGGGAAAT ACAAAGAGT T GAACAAAGAAACT T CAC GCT GGACTA 1200 

Qy 1201 CTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTG 1260 

II I I I I I I I I I I I I I I I I I I I I ! I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1201 CTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTG 1260 

Qy 1261 ATAAGGC C CT GAC CT TCAT GAAGGAC C ATTT C CT GAT GGAT GAGCAAGT GGT GGGGAC GC 1320 

I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I 
Db 1261 ATAAGGC C CT GACCT TCAT GAAGGAC CATTT C CT GATGGAT GAGCAAGT GGT GGGGACGC 1320 

Qy 1321 CC CTGCT GGT GAAAT CTGGC GT GGAGT AT ACAC GGCTT GC AGT GGAGACAGC C CAGGGCC 1380 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1321 CCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCC 1380 

Qy 1381 TT GAT GG GCAC AGC CAT CT T GT CAT GT ACCT GGGAACC AC C ACAGGGT CGCT C C ACAAGG 1440 

I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 
Db 1381 TT GAT GGGCACAGC CAT CT T GT CAT GTACCT GGGAACCAC CAC AGGGT CGCT C CACAAGG 1440 

Qy 1441 CTGTGGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATTCAGCTGTTCCCTGACC 1500 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1441 CTGTGGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATTCAGCTGTTCCCTGACC 1500 

Qy 1501 CTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCT 1560 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I 
Db 1501 CTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCT 1560 

Qy 1561 C AGGAGGT GT CT GGAGGGT GCC CCGAGCCAACTGTAGT GTCTATGAGAGCTGT GT GGACT 1620 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1561 CAGGAGGT GT CT GGAGGGT GCC CCGAGCCAACT GTAGT GT CTAT GAGAGCT GT GT GGACT 1620 

Qy 1621 GTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCC 1680 

I I I I I I I I I I II I I I I I I I I I I I I II I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1621 GTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCC 1680 

Qy 1681 T GT CT GCC C C CAAC CTGAACT CCT GGAAGC AGGACAT GGAGCGGGGGAAC C CAGAGT GGG 1740 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I II I I I I II I I I I 
Db 1681 T GT CT GC C C C CAAC CT GAACT C CT GGAAGCAGGACAT G GAGCGG GGGAACC CAGAGT GGG 1740 

Qy 1741 CATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGAGCCGCCCGCAAATCATTA 1800 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1741 CATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGAGCCGCCCGCAAATCATTA 1800 

Qy 1801 AAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCT 1860 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1801 AAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCT 1860 

Qy 1861 TGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAAGCCTCTTCCACTGTCT 1920 



1 1 II 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 1861 T GGC CT CTT ATT ATT GGAGTCAT GGCCCAGCAGC AGTC CCAGAAGCCT CT T CC ACT GT CT 1920 

Qy 1921 ACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGG 1980 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1921 ACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGG 1980 

Qy 1981 CAACT GAGAATGGCTTTT C AT ACC CT GT GAT CT CCT ACT GGGT GGAC AGC CAGGAC C AGA 2040 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1981 CAACTGAGAATGGCT TTT C ATACC CT GT GAT CT C CT ACT GGGT GGACAGCCAGGAC C AGA 204 0 

Qy 2041 CCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGA 2100 

I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 
Db 2041 CCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGA 2100 

Qy 2101 CCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCA 2160 

I I I I I I I II I I I I I I I I I I II I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I 
Db 2101 CCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCA 2160 

Qy 2161 CTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCC 2220 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2161 CTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCC 2220 

Qy 2221 CATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGG 2280 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2221 CATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGG 2280 

Qy 2281 AGAAGG C CC C GTTAAGC AGAGAGCAAC AC CT CC AGT CT CCCAAGGAAT GC AGGACCT CT G 2340 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2281 AGAAGGC CC C GTTAAGC AGAGAGCAACAC CTCCAGT CT CCCAAG GAAT GCAGGACCT CT G 2340 

Qy 2341 C CAGT GAT GT GGACGCTGACAACAACT GC CT AGGCACT GAGGT AGCTTAAACT CT AGGCA 2400 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2341 C CAGTGAT GT GGACGCTGACAACAACT GCCT AGGCACT GAGGTAGCTTAAACT CT AGG CA 2400 

Qy 2401 CAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCC 2460 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2401 CAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCC 2460 

Qy 2461 TGACTAGGATGACAGCAGCACAAAAGACCACCTTT CTCCCCT GAGAGGAGCTTCTGCTAC 2520 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 24 61 TGACTAGGAT GACAGCAGCACAAAAGACCACCTTT CTCCCCT GAGAGGAGCTT CTGCTAC 2520 

Qy 2521 T CT GC AT CACTGAT GAC ACT CAGCAGGGTGAT GC ACAGCAGT CT GCCT CC CCTAT GGGAC 2580 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2521 T CT GCAT CACTGAT GACACT CAGCAGGGT GAT GCAC AGCAGT CT GCCT CCC CT AT GGGAC 2580 

Qy 2581 TCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGCTACCCCCAGACCTGCTCC 2640 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I i I I I I I I I I I 
Db 2581 T CCCTT CT AC CAAGCACAT GAGCT CT CTAACAGGGT GGGGGCTAC CC C CAGAC CT GCT C C 2640 

Qy 2641 T ACACT GAT ATT GAAGAAC CT GGAGAGGAT C CTT CAGT T CT GGC C ATT CC AGGGAC C CT C 2700 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2641 TACACTGAT ATT GAAGAAC CT GGAGAGGAT CCTTCAGTT CT GGC CATT CC AGGGAC CCT C 2700 

Qy 2701 CAGAAACACAGTGTTTCAAGAGACCCTAAAAAACCT GCCTGT CCCAGGACCCTATGGTAA 2760 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I II I I I I I 




Db 



2701 C AGAAACAC AGT GTTTCAAGAGACC CTAAAAAAC CTGC CT GT C C C AGGAC C CT AT GGTAA 2760 



Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 



2761 T GAAC ACCAAAC AT CTAAACAAT CAT ATGCTAACAT GC C ACT C CT GGAAACT C CACTCTG 2820 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2761 T GAACACCAAAC AT CTAAACAAT CAT AT GCT AAC ATGC C ACT C CT GGAAACT C CACTCT G 2820 

2821 AAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCC 2880 

I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 
2821 AAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCC 2880 

2881 TCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGA 2940 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2881 TCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGA 2940 

2941 CCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCTTCTGCCCTGGCAGAATGG 3000 

I I I I I I I I I I I I I I II I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I I I 
2941 CCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCTTCTGCCCTGGCAGAATGG 3000 

3001 CAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCC 3060 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I i I I I I I I I I I I I I 
3001 CAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCC 3060 

3061 TCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTAT 3120 

I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
3061 TCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTAT 3120 

3121 TAAAAATATAAGGCTTAAAAAAA 3143 

I I I I I I I I I I I I I I I I I I I I I I I 
3121 TAAAAATATAAGGCTTAAAAAAA 3143 
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FEATURES 

source 



gene 



CDS 



Clone distribution: MGC clone distribution information can be found 
through the I.M.A.G.E. Consortium/LLNL at: http://image.llnl.gov 
Series: IRAK Plate: 20 Row: i Column: 24 

This clone was selected for full length sequencing because it 
passed the following selection criteria: matched mRNA gi: 21361913. 

Location/Qualifiers 

1. .3257 

/organism="Homo sapiens" 

/mol_type="mRNA" 

/db_xref="taxon: 9606" 

/clone="MGC:9542 IMAGE : 3847802 " 

/tissue_type= "Colon, adenocarcinoma" 

/ cl one_l ib= " N I H_MGC_6 5 " 

/ 1 ab_h ost="DH10B" 

/note="Vector: pCMV-SPORT6" 

1. .3257 

/gene="SEMA4A" 

/note="synonyms: SEMB, SEMAB, FLJ12287" 

/db_xref="LocusID: 64218" 

/db_xref="MIM: 607292" 

198. .2483 

/gene="SEMA4A" 

/codon_start=l 

/product="semaphorin B" 

/protein_id="AAH20974 . 1" 

/db_xref="GI : 18088093" 

/db xref="LocusID: 64218" 



/db_xref ="MIM: 607292" 

/ trans la tion="MALPALGLDPWSLLGLFLFQLLQLLLPTTTAGGGGQGPMPRVRY 
YAGDERRALSFFHQKGLQDFDTLLLSGDGNTLYVGAREAILALDIQDPGVPRLKNMIP 
WPASDRKKSECAFKKKSNETQCFNFIRVLVSYNVTHLYTCGTFAFSPACTFIELQDSY 
LLPISEDKVMEGKGQSPFDPAHKHTAVLVDGMLYSGTMNNFLGSEPILMRTLGSQPVL 
KT DN FL RWLHH DAS FVAAI P S T QWY FF FEET AS E FD F FE RLHT S RVARVC KND VGGE 
KLLQKKWTTFLKAQLLCTQPGQLPFNVIRHAVLLPADSPTAPHIYAVFTSQWQVGGTR 
SSAVCAFSLLDIERVFKGKYKELNKETSRWTTYRGPETNPRPGSCSVGPSSDKALTFM 
KDHFmDEQWGTPLLVKSGVEYTRIAVETAQGLDGHSHLVMYLGTTTGSLHKAWSG 
DSSAHLVEEIQLFPDPEPVRNLQLAPTQGAVFVGFSGGVWRVPRANCSVYESCVDCVL 
ARDPHCAWDPESRTCCLLSAPNLNSWKQDMERGNPEWACASGPMSRSLRPQSRPQIIK 
EVLAVPNSILELPCPHLSAIASYYWSHGPAAVPEASSTVYNGSLLLIVQDGVGGLYQC 
WATENGFSYPVT!SYWvT)SQDQTLALDPELAGIPREHvT<W 

HFVTVTVLFALVLSGALIILVASPLRALRARGKVQGCETLRPGEK^LSREQHLQSPK 
EC RT S AS D VDADNNC L GT EVA " 

ORIGIN 

Query Match 97.6%; Score 3068.4; DB 9; Length 3257; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 3069; Conservative 0; Mismatches 1; Indels 0; Gaps 0; 

Qy 74 AGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTGGACCC 133 

I I I I I II I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 167 AGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTGGACCC 226 

Qy 134 CTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACGACGAC 193 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 227 CTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACGACGAC 286 

Qy 194 CGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTATGCAGGGGATGAACG 253 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 287 CGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTATGCAGGGGATGAACG 346 

Qy 254 TAGGGCACTTAGCTTCTTCCACCAGAAGGGCCTCCAGGATTTTGACACTCTGCTCCTGAG 313 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M 
Db 347 T AGGGCACTTAGCTT CTT CCAC CAGAAGGGCCT CCAGGATTTT GACACT CT GCT CCT GAG 406 

Qy 314 T GGT GAT GGAAATACT CT CTAC GT GGGGGCT C GAGAAGC CATT CT GGCCTT GGAT AT CCA 373 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 407 T GGT GAT GGAAATACT CT CTAC GT GGGGGCTC GAGAAGC CATT CT GGC CT T GGATATCCA 466 

Qy 374 GGAT CCAGGGGT C CCCAGGCTAAAGAACAT GAT AC C GT GGC CAGC CAGT GACAGAAAAAA 4 33 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 4 67 GGAT CCAGGGGT C CCCAGGCTAAAGAACAT GAT ACCGT GGCCAGCCAGT GACAGAAAAAA 526 

Qy 434 GAGT GAATGT GCCTTTAAGAAGAAGAGCAATGAGACACAGT GTTT CAACTT CAT CC GT GT 493 

I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 527 GAGT GAAT GT GCCTTTAAGAAGAAGAGCAAT GAGACAC AGT GTTT CAACTT CAT C C GT GT 586 

Qy 494 CCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGC 553 

I I I I I I I I I I I I I I I I II I I ! I I I I I I I I I I I I I I I I I I I I I I I I I I I ! I I I I I I I I I I I 

Db 587 CCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGC 646 

Qy 554 TTGTACCTTCATTGAACTTCAAGATTC CTAC CTGTTGCCCATCTCGGAGGACAAGGT CAT 613 

I I I I II I I II I I I I I I I II I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I II I II I I I I I 
Db 647 TT GT AC CTT CATT GAACT T C AAGATT CCT ACCTGTT GCCCAT CT C GGAGGACAAGGT CAT 706 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 



614 



707 



674 



767 



734 



827 



794 



887 



854 



947 



914 



GGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGA 673 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I 
GGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGA 766 

TGGGATGCTCTATTCTGGTACTATG7\ACAACTTCCTGGGCAGTGAGCCCATCCTGATGCG 733 
I I I I I II I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I 
T GG GAT GCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGT GAG CC CAT CCT GAT GCG 826 

CACACTGGGAT CC CAGC CT GT C CT CAAGACC GACAACTT CCT C CG CT GGCT GC AT CATGA 793 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I I I 

CACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGCTGCAT CATGA 8 86 



CGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGAGGAGAC 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I 
CGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGAGGAGAC 



853 



946 



913 



AGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAGAGTCTGCAA 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
AGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAGAGTCTGCAA 1006 



GAATGAC GT GGGCGGCGAAAAGCT GCT GC AGAAGAAGT GGACC AC CTT CCT GAAGGCCCA 973 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1007 GAATGACGTGGGCGGCGAAAAGCTGCTGCAGAAGAAGTGGACCACCTTCCTGAAGGCCCA 1066 

974 GCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGTCCTGCT 1033 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1067 GCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGTCCTGCT 1126 

1034 CCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCCAGTGGCAGGT 1093 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 

1127 CCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCCAGTGGCAGGT 1186 

1094 TGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACGTGTCTT 1153 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1187 TGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACGTGTCTT 1246 

1154 TAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTT CACGCT GGACT ACTTAT AGGGGC C C 1213 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1247 TAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTTCACGCT GGACT ACTTAT AGGGGC C C 1306 



1273 



1214 TGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAAGGCCCTGAC 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I 
1307 T GAGACCAACCCC C GGC CAGGCAGTT GCT CAGT GGGCC CCT CCTCT GAT AAGGC C CT GAC 1366 

1274 CTT CAT GAAGGAC CATTT C CT GAT GGAT GAGCAAGT GGT GGGGAC GC C CCT GCT GGT GAA 1333 

I I I I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1367 CTT CAT GAAGGACCATTTCCTGATGGAT GAGCAAGT GGT GGGGACGCCCCT GCT GGT GAA 1426 

1334 ATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCCTTGATGGGCACAG 1393 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I 
1427 AT CTGGC GT GGAGT AT ACACGGCTT GCAGTGGAGAC AGC C C AGGGCCTTGATGGGCACAG 1486 

1394 CCATCTTGTCATGTACCTGGGAACCACCACAGGGTCGCTCCACAAGGCTGTGGTAAGTGG 1453 

I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1487 CCATCTTGTCATGTACCTGGGAACCACCACAGGGTCGCTCCACAAGGCTGTGGTAAGTGG 1546 

1454 GGACAGCAGTGCT CAT CT GGT GGAAGAGATT CAGCT GTT C C CT GAC CCTGAACCT GT T C G 1513 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 1547 GGACAGCAGT GCT CAT CT GGT G GAAGAGATTCAGCT GTT C C CT GAC C CT GAAC CT GTT C G 1606 

Qy 1514 CAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTG 1573 

I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II I I I 
Db 1607 CAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTG 1666 

Qy 1574 GAGGGTGCCCCGAGCCAACTGTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCG 1633 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1667 GAGGGTGCCCCGAGCCAACTGTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCG 1726 

Qy 1634 GGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAA 1693 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I 
Db 1727 GGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAA 1786 

Qy 1694 CCTGAACTCCTGGAAGCAGGACATGGAGCGGGGGAACCCAGAGTGGGCATGTGCCAGTGG 1753 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1787 CCTGAACTCCTGGAAGCAGGACATGGAGCGGGGGAACCCAGAGTGGGCATGTGCCAGTGG 1846 

Qy 1754 CCCCATGAGCAGGAGCCTTCGGCCTCAGAGCCGCCCGCAAATCATTAAAGAAGTCCTGGC 1813 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I 
Db 1847 CCC CAT GAGCAGGAGC CTT CGGCCT CAGAGC C GC C C GCAAAT CATTAAAGAAGT CCT GGC 1906 

Qy 1814 TGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTA 1873 

MINI I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I I II I II I I I I I I I II I I I 

Db 1907 TGTCCCTAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTA 1966 

Qy 1874 TTGGAGTCATGGCCCAGCAGCAGTCCCAGAAGCCTCTTCCACTGTCTACAATGGCTCCCT 1933 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1967 TTGGAGTCATGGCCCAGCAGCAGTCCCAGAAGCCTCTTCCACTGTCTACAATGGCTCCCT 2026 

Qy 1934 CTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGGCAACTGAGAATGG 1993 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2027 CTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGGCAACTGAGAATGG 2086 

Qy 1994 CTTTT CAT ACC CT GT GAT CTCCTACTGGGT GGACAGC CAGGAC CAGACCCT GGC C CT GGA 2053 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2087 CTTTTCATACCCTGTGATCTCCTACTGGGTGGACAGCCAGGACCAGACCCTGGCCCTGGA 2146 

Qy 2054 T C CT GAACTGGCAGGCAT C CCC C GGGAG C ATGT GAAGGT C C CGTTGACCAGGGT CAGT GG 2113 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 
Db 2147 TCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGG 2206 

Qy 2114 TGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGTCACTGTCCT 2173 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 
Db 2207 TGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGTCACTGTCCT 2266 

Qy 2174 CTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAGAGCACT 2233 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I 
Db 2267 CTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAGAGCACT 2326 

Qy 2234 CCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTT 2293 

I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 
Db 2327 CCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTT 2386 

Qy 2294 AAGC AGAGAGCAACACCTC CAGT CT CCCAAGGAAT GCAGGACCT CT GCCAGT GAT GT GGA 2353 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I I 



Db 2387 AAGC AGAGAGCAAC ACCT C C AGTCTC C CAAGGAAT GCAGGAC CT CT GCC AGT GAT GTGGA 2446 

Qy 2354 CGCTGACAACAACTGCCTAGGCACTGAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTG 2413 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2447 CGCTGACAACAACTGCCTAGGCACTGAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTG 2506 

Qy 2414 CGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCTGACTAGGATGAC 2473 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2507 CGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCTGACTAGGATGAC 2566 

Qy 2474 AGCAGC ACAAAAGACC AC CTTT CT C CCCT GAGAGGAGCTT CT GCT ACT CT GC AT CACT GA 2533 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2567 AGCAGCACAAAAGACC ACCTTT CT CC CCT GAGAGGAGCTT CT GCT ACTCTGC AT CACT GA 2626 

Qy 2534 T GAC ACT CAGC AGGGT GAT GC ACAGC AGT CT GC CT C C CCT AT G GGACT C C CT T CT ACCAA 2593 

I ! I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I II I 
Db 2627 T GAC ACT C AGCAGGGT GAT G C ACAGCAGT CTGCCTCCC CT AT GGGACT C CCT T CT ACCAA 268 6 

Qy 2594 GCACATGAGCTCTCTAACAGGGTGGGGGCTACCCCCAGACCTGCTCCTACACTGATATTG 2653 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2687 GCACAT GAGCT CT CTAACAGGGT GGGGGCTACCCC C AGAC CT GCT CCTACACT GAT AT TG 2746 

Qy 2654 AAGAAC CT GGAGAGGAT CCTT CAGTT CT GGC C ATT C CAGGGAC C CT C C AGAAACACAGTG 2713 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2747 AAGAAC CT GGAGAGGAT C CTT CAGTT CT GGC CATT C CAGGGAC C CT C CAGAAAC AC AGT G 2806 

Qy 2714 TTT CAAGAGAC C CTAAAAAACCTGCCT GT CCCAGGAC CCT AT GGT AAT GAACAC CAAAC A 2773 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I 
Db 2807 TTTCAAGAGAC C CTAAAAAAC CTGC CT GT CC CAGGAC C CT AT GGTAAT GAACAC CAAAC A 2866 

Qy 2774 T CT AAACAAT CAT AT GCTAACATGC CACT CCTGGAAACTC CACT CTGAAGCT GC C GCTT T 2833 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2867 TCTAAACAATCATATGCTAACATGCCACTCCTGGAAACTCCACTCTGAAGCTGCCGCTTT 2926 

Qy 2834 GGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTT 2893 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 

Db 2927 GGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTT 2986 

Qy 2894 ACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGACCACCTTTCTTCT 2953 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2987 ACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGACCACCTTTCTTCT 304 6 

Qy 2954 TGCTTCAGTTGGGGCAGACTCTGATCCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTG 3013 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 3047 TGCTTCAGTTGGGGCAGACTCTGATCCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTG 3106 

Qy 3014 AGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTT 3073 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 3107 AGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTT 3166 

Qy 3074 GTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTATTAAAAATATAAGG 3133 

I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I I 

Db 3167 GTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTATTAAAAATATAAGG 3226 

Qy 3134 CTTAAAAAAA 3143 

I I I I II I I I I 
Db 3227 CTTAAAAAAA 3236 
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Query Match 96.8%; Score 3041.4; DB 9; Length 3252; 

Best Local Similarity 99.4%; Pred. No. 0; 



Matches 3074; Conservative 0; Mismatches 16; Indels 3; Gaps 2; 



Qy 48 GAAAC GCAGC GGCAT C C C CAGGCT CC AGAGCT C C CT GGT GACAGT CT GT GGCT GAGC AT G 107 

II I I III II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I 

Db 152 GAAAGTGCCCGGGTGCCTGTTTCCCCAGACCTCCCTGGTGACAGTCTGTGGCTGAGCATG 211 

Qy 108 GCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTG 167 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 212 GCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTG 271 

Qy 168 CTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGG 227 

I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 272 CTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGG 331 

Qy 228 GT CAGAT ACT AT GC AGGGGAT GAAC GT AGGGC ACT T AGCTT CTT CCACCAGAAG GGC CT C 287 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I 
Db 332 GTCAGATACTATGCAGGGGATGAACGTAGGGCACTTAGCTTCTTCCACCAGAAGGGCCTC 391 

Qy 288 CAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGA 347 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 392 CAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGA 451 

Qy 348 GAAGCCAT T CTGGC CTT GGAT AT C CAGGAT C C AGGGGT C CC CAGGCTAAAGAACAT GAT A 4 07 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 452 GAAGCCAT T CTGGC CTT GGAT AT C CAGGAT C C AGGGGT C C C CAGGCTAAAGAACAT GAT A 511 

Qy 408 C CGT GGC CAGCCAGT GACAGAAAAAAGAGT GAAT GT GC CTTT AAGAAGAAGAGCAAT GAG 4 67 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I II I I I I 
Db 512 C CGT GGC CAGCCAGT GACAGAAAAAAGAGT GAAT GT GC CTTTAAGAAGAAGAGCAAT GAG 571 

Qy 468 ACACAGT GTT T CAACTTCAT C C GT GT C CT GGTT T CT T ACAATGT CAC CCAT CT CT AC AC C 527 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 

Db 572 ACACAGT GT T T CAACTT C AT C CGT GT CCT GGTT T CT T ACAAT GT C AC CCAT CT CT AC ACC 631 

Qy 528 TGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTG 587 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 

Db 632 TGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTG 691 

Qy 588 TT GC CCAT CT CGGAGGAC AAGGT CAT GGAGGGAAAAGGC CAAAGC C C CT T T GAC C C CGCT 647 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 692 TT GCCCAT CT C GGAGGACAAGGT CAT GGAGGGAAAAGGC CAAAGC C CCT TT GAC CC CGCT 751 

Qy 648 CACAAGCATACGGCT GT CT T GGT GGATGGGATGCT CT AT T CT GGT ACT AT GAACAACTTC 707 

I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 752 CACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTC 811 

Qy 708 CT GGGCAGT GAGC C CAT C CT GAT GCGCAC ACTGGGAT CC CAGCCT GT CCT CAAGACC GAC 767 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 812 CT GGGCAGT GAGCC C ATCCT GAT GC GCACACTGGGAT C CC AGC CT GT CCT CAAGAC C GAC 871 

Qy 768 AACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAG 827 

Ill I I I I I I I I I I I I I I I II I I I I I I II I I I I I I I I I I I I I I I I I 

Db 872 AACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAG 931 

Qy 828 GTCGTCTACTTCTTCTTCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCAC 887 

I I I I I I I I I I I I I I I I I II I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 
Db 932 GT C GTCT ACTT CTT CTT C GAGGAGACAGCCAGCGAGTT T GACTT CTT T GAGAGGCT CCAC 991 
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Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



888 ACAT CGC GGGTGGCT AGAGT CT GCAAGAAT GAC GT GGGC GGC GAAAAG CT GCT GCAGAAG 947 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
992 ACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGGCGAAAAGCTGCTGCAGAAG 1051 

94 8 AAGTGGACCACCTTCCTGAAGGCCCAGCTG — CTCTGCACCCAGCCGGGGCAGCTGCCCT 1005 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I II I I I I I I I I I I I I I I I 
1052 AAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTCTGCACCCAGCCGGGGCAGCTGCCCT 1111 

1006 TCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCT 1065 

I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 
1112 TCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCT 1171 

1066 ACGCAGTCTTCACCTCCCAGT-GGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1124 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1172 ACGCAGTCTTCACCTCCCAGTGGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1231 

1125 TT CT CT CTCT TGGAC ATT GAACGT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAA 1184 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I 
1232 TTCTCTCTCTTGGACATTGAACGTGTCTTTAAGGGGAAATTCAAAGAGTT GAACAAAGAA 1291 

1185 ACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCA 1244 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1292 ACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCA 1351 

1245 GT GGGCC CCT CCT CT GATAAGGC C CT GACCTT C AT GAAG GAC C AT TT C CT GAT GGAT GAG 1304 

I I I I I I I I I I I I I I I I I I I II II I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I 
1352 GTGGGCC CCT CCT CT GATAAGGCCCT GACCTT CAT GAAGGAC CAT TT CCT GAT GGAT GAG 1411 

1305 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1364 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I 

1412 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1471 

1365 GAGACAG CC CAGGGCCTT GAT GGGC AC AGC CAT CT T GT CAT GTAC CT GGGAAC C AC CACA 1424 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1472 GAGAC AGCCCAGGGC CTT GAT GGGCACAGCCAT CT T GT CAT GTAC CT GGGAAC CAC CACA 1531 

1425 GGGT CGCTC CACAAGGCT GTGGT AAGT GGGGACAGCAGT GCT CAT CT GGT G GAAGAGAT T 14 84 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1532 GGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATT 1591 

1485 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 1544 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1592 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 1651 

1545 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1604 

I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I 
1652 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1711 

1605 GAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCC 1664 

I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1712 GAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCC 1771 

1665 CGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGG 1724 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II 
1772 CGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGG 1831 



Qy 1725 GGGAAC C CAGAGTGGGCAT GT GC CAGT GGC CC C ATGAGCAGGAGCCTT C GGC CT CAGAGC 1784 

I I I I I I I I I I I It I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1832 GGGAACCCAGAGTGGGCATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGAGC 1891 



Qy 1785 CGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGC 1844 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1892 CGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGC 1951 

Qy 1845 CCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAA 1904 

II I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1952 CCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAA 2011 

Qy 1905 GCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGT 1964 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2012 GCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGT 2071 

Qy 1965 CTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTG 2024 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I II I I I 
Db 2072 CTCTAC CAGT GCTGGGCAACTGAGAATGGCTTTTCATACCCTGT GAT CTCCT ACT GGGTG 2131 

Qy 2025 GACAGCCAGGACCAGACCCT GGCC CT GGAT C CTGAACT GGCAGGCAT CC CC CGGGAGCAT 2084 

I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2132 GACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCAT 2191 

Qy 2085 GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 2144 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 
Db 2192 GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 2251 

Qy 2145 TGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATC 2204 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I I 
Db 2252 TGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATC 2311 

Qy 2205 ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 2264 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2312 ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 2371 

Qy 2265 ACCCT GCGC C CT GGGGAGAAGGCC CCGTTAAGCAGAGAGCAACACCT CCAGT CT CC CAAG 2324 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2372 ACCCT GC GC C CT GGGGAGAAGGCCC CGTTAAGCAGAGAGCAACAC CT C CAGT CT CC CAAG 2431 

Qy 2325 GAAT GCAGGAC CT CT GC CAGT GAT GT GGACGC T GACAACAACTGC CT AG GCACT GAG GT A 2384 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2432 GAAT GCAGGAC CTCT GCCAGT GAT GT GGACGCT GACAACAACT G C CT AGGC ACT GAGGT A 2491 

Qy 2385 GCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGC 2444 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2492 GCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGC 2551 

Qy 2445 GGCCCAAGCACAGC CCT GACTAGGAT GACAGC AGCACAAAAGACCAC CTTT CT CCC CT GA 2504 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2552 GGCCCAAGCACAGC CCT GACTAGGAT GACAGCAGC ACAAAAGACC AC CTTT CT CCC CTGA 2611 

Qy 2505 GAGGAGCTT CT GCT ACT CT GCAT CACT GAT GACACT C AGC AGGGT GAT GCAC AGCAGT CT 2564 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 
Db 2612 GAGGAGCTT CT GCT ACT CT GCAT CACT GAT GACACT CAGC AGGGT GAT GC ACAGC AGT CT 2671 

Qy 2565 GCCTCCCCTATGGGACTCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGCTA 2624 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 



Db 


2672 


GCCTCCCCTATGGGACTCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGCTA 


2731 


Qy 


2625 


C C CCCAGAC CTG CT C CT AC ACT GAT ATT GAAGAACCT GGAGAGGATC CTT CAGT TCT GGC 


2684 




M 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


2732 


C C C CCAGACCTGCT C CT ACACT GAT ATT GAAGAAC CT GGAGAGGATC CTT C AGTTCT GGC 


2791 


Qy 


2685 


CATT CCAGGGACCCT CCAGAAACACAGTGTTT CAAGAGACCCTAAAAAACCTGCCT GTC C 


2744 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 11 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 




C ATT C C AGGGAC C CT C CAGAAACACAGT GT T T CAAGAGACCCTAAAAAAC CT GC CT GT C C 


2851 


Qy 


2745 


CAGGACCCTATGGTAATGAACACCAAACATCTAAACAATCATATGCTAACATGCCACTCC 


2804 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


ZO JZ 


ranr^ArrrTATr;r;TAAT(^AArArCAAACATCTA7VACAATCATATGCTAACATGCCACTCC 


2911 


Qy 


2805 


TGGAAACTCCACTCTGAAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCAT 


2864 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


Z, Z> X c 


T^nAAArTrCArTCTGAAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCAT 


2971 


Qy 


2865 


GCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGT 


2924 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 




Db 


C.Z> 1 


arAnnnATrT^rTrcrTCrTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGT 


3031 


Qy 


2925 


CTTTCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCTTC 


2984 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 




r m mm r p T r- a a r-ff prpf; A CC A C CT TT C T T CTT GCTTCAGTTGGGGCAGACTCTGATCCCTTC 


3091 


Qy 


2985 


TGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACC 


3044 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 II 




Db 


O \J _7 z. 


TGrrrTGCiC A^AATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACC 


3151 


yy 


O U H. D 


rrHrflrrTrTrrrrrTrrrTTTTfTTTTCITTTTGGGATTCAGAAAACTGCTTGTCAGAG 

1 \^.r\^V^ X X ^ ^ V lU^^/i X X l^^l X ± \J A. X X X Uuwrvi x VyrVuruuui^ x vjv x x w x v>>xx\j^xvj 


3104 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


3152 


CCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAG 


3211 


Qy 


3105 


ACTGTTTATTTTTTATTAAAAATATAAGGCTTA 3137 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


3212 


ACTGTTTATTTTTTATTAAAAATATAAGGCTTA 3244 
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AR564550 3104 bp DNA 

Sequence 17 from patent US 6764677. 
AR564550 

AR564550. 1 GI: 53979961 

Unknown. 

Unknown. 

Unclassified. 

1 (bases 1 to 3104) 

Sharp, J.D. and Barnes, T.M. 

Tango 294, a lipase-like protein 

Patent: US 6764677-A 17 20-JUL-2004; 

Location/Qualifiers 

1. .3104 

/ or gani sm= " unknown 11 



linear 



PAT 08-OCT-2004 



/mol__type=" genomic DNA" 

ORIGIN 

Query Match 96.7%; Score 3040.8; DB 6; Length 3104; 

Best Local Similarity 99.9%; Pred. No. 0; 

Matches 3053; Conservative 0; Mismatches 2; Indels 1; Gaps 1; 

Qy 89 CAGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGG 148 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I 

Db 16 CGGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGG 75 

Qy 149 CCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGG 208 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 

Db 76 CCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGG 135 

Qy 209 GCAGGGGCCCATGCCCAGGGTCAGATACTATGCAGGGGATGAACGTAGGGCACTTAGCTT 268 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 136 GCAGGGGCCCATGCCCAGGGTCAGATACTATGCAGGGGATGAACGTAGGGCACTTAGCTT 195 

Qy 269 CTT CC AC C AGAAGGGCCT CC AGGATTTT GACACT CT GCT C CTGAGT GGT GAT GGAAAT AC 328 

I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 196 CTT CC AC C AGAAGGGCCT CC AGGATTTT GACACT CT GCT C CTGAGT GGT GAT GGAAAT AC 255 

Qy 329 TCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTTGGATATCCAGGATCCAGGGGTCCC 388 

I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 256 TCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTTGGATATCCAGGATCCAGGGGTCCC 315 

Qy 389 CAGGCTAAAGAACAT GATACCGTGGCCAGCCAGT GACAGAAAAAAGAGTGAATGT GCCTT 448 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I 
Db 316 CAGGCTAAAGAACAT GAT AC C GTGGC C AGCCAGT GACAGAAAAAAGAGTGAAT GT GCCTT 375 

Qy 449 TAAGAAGAAGAGCAATGAGACACAGT GTTTCAACTT C AT C C GT GT C CT GGTT T CTT ACAA 508 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 376 TAAGAAGAAGAGCAAT GAGACAC AGT GT TT CAACTT C AT C C GT GT C CT GGTTT CTT ACAA 435 

Qy 509 TGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGA 568 

I I I I I I I I II II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 

Db 436 TGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGA 4 95 

Qy 569 ACT TCAAGAT T C CT ACCT GTT GC C CAT CT CGGAGGACAAGGTC AT GGAGGGAAAAGGC C A 62 8 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 496 ACT TCAAGATT C CT ACCT GT T GCC CAT CT CGGAGGACAAGGT CAT GGAGGGAAAAGGC CA 555 

Qy 629 AAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTC 688 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 556 AAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTC 615 

Qy 689 T GGT ACT AT GAACAACTT CCT GGGCAGT GAGC C CAT CCT GATGC GCACACT GGGAT C C CA 748 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I 
Db 616 T GGT ACT ATGAACAACTT C CT GGGCAGT GAGC C C AT CCT GATGCGCACAC T GGGAT C CCA 675 

Qy 74 9 GCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTT GTGGC 808 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I 

Db 676 GCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGC 735 



Qy 



809 AGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGAGGAGACAGCCAGCGAGTTTGA 868 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 



Db 736 AGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGAGGAGACAGCCAGCGAGTTTGA 795 

Qy 869 CTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGG 928 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 

Db 796 CTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGG 855 

Qy 929 CGAAAAGCTGCTGCAGAAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCA 988 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 856 CGAAAAGCT GCT GCAGAAGAAGT GGAC CACCTT C CT GAAGGC C CAGCT GCT CT GCACC CA 915 

Qy 989 GCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCC 104 8 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I 
Db 916 GCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCC 975 

Qy 1049 CACAGCT C CCCAC AT CT AC GC AGT CTT CACCTCC CAGTGGCAGGT T GGC G GGAC C AGGAG 1108 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 976 CACAGCTCCCCACATCTACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAG 1035 

Qy 1109 CTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACGTGTCTTTAAGGGGAAATACAA 1168 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I 
Db 1036 CTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACGTGTCTTTAAGGGGAAATACAA 1095 

Qy 1169 AGAGT T GAACAAAGAAACTT C ACGCT GGACTACTTAT AGGGGC CCT GAGAC CAAC C C CCG 1228 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 
Db 1096 AGAGT T GAACAAAGAAACTT C AC GCT GGACT ACT TAT AGGGGC C CT GAGAC CAAC C C C CG 1155 

Qy 1229 GCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAAGGCCCTGACCTTCATGAAGGACCA 1288 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1156 GCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAAGGCCCTGACCTTCATGAAGGACCA 1215 

Qy 1289 TTTCCTGATGGATGAGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTA 134 8 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1216 TTTCCTGATGGATGAGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTA 1275 

Qy 1349 TACACGGCTTGCAGTGGAGACAGCCCAGGGCCTTGATGGGCACAGCCATCTTGTCATGTA 1408 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1276 T ACACGGCTTGCAGT GGAGAC AGC CC AGGGC CTT GAT GGGC ACAGCCAT CTT GT CAT GT A 1335 

Qy 1409 CCT GGGAACCACC ACAGGGT CGCT C CACAAGGCT GT GGTAAGT GGGGACAGCAGT GCT CA 1468 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 
Db 1336 CCT GGGAAC C ACCACAGGGT CGCT CCACAAGGCT GT GGTAAGT GGGGACAGCAGT GCT CA 1395 

Qy 14 69 TCTGGTGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGC 1528 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 
Db 1396 TCTGGTGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGC 14 55 

Qy 1529 CCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGC 1588 

I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 

Db 1456 CCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGC 1515 

Qy 1589 CAACTGTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGC 1648 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I II I I I I I I I I I I I I I I 

Db 1516 CAACTGTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGC 1575 

Qy 1649 CTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAA 1708 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I 
Db 1576 CTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAA 1635 



Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



1709 GCAGGACATGGAGCGGGGGAAC C CAGAGT GGGCAT GTGC CAGTGGCC C CAT GAGC AGGAG 1768 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1636 GCAGGAC AT GGAGCGGGGGAAC C CAGAGT GGGCAT GTGC C AGT GGCC C CAT GAGCAGGAG 1695 

1769 CCTTCGGCCTCAGAGCCGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCAT 1828 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1696 CCTTCGGCCTCAGAGCCGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCAT 1755 

1829 CCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCC 1888 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1756 CCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCC 1815 

18 8 9 AGCAGCAGTCCCAGAAGCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCA 194 8 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 
1816 AGCAGCAGTCCCAGAAGCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCA 1875 

194 9 GGATGGAGTTGGGGGTCTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGT 2008 

I I I II I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I I 
1876 GGATGGAGTTGGGGGTCTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGT 1935 

2009 GATCTCCTACTGGGTGGACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGG 2068 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I 
1936 GATCTCCTACTGGGTGGACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGG 1995 

2069 CATCCCCCGGGAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGC 2128 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1996 CATCCCCCGGGAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGC 2055 

2129 TGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCT 2188 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2056 TGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCT 2115 

2189 TTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAA 224 8 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2116 TTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAA 2175 

2249 GGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACA 2308 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2176 GGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACA 2235 

2309 CCT C C AGT CT CC CAAGGAAT GCAGGACCT CT GCC AGT GAT GT GGACGCTGACAACAACT G 2368 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2236 C CT C CAGTCT CC CAAGGAAT GCAGGAC CT CT GC C AGTGAT GT GGACGCTGACAACAACT G 2295 

2369 CCTAGGCACTGAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTG 2428 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2296 CCTAGGCACTGAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTG 2355 

2429 GCCATGCTGGCT GGGC GGC C CAAGC ACAGC CCT GACT AGGAT GAC AGC AGCACAAAAGAC 2488 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I II I II I I I I I 
2356 GCC ATGCTGGCT GGGCGGCCCAAGC AC AGC C CT GACT AGGAT GACAG C AGCACAAAAGAC 2415 

24 89 CAC CTTT CT CCCCTGAGAGGAGCT T CT GCT ACT CT GCAT CACT GAT GAC ACT CAGC AGGG 2548 

I | | | || | I I I I I I I I I I I I I I II II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2416 C ACCTTT CTCCCCTGAGAGGAGCTTCT GCT ACT CT GCAT CACT GAT GAC ACT CAGC AGGG 2475 



Qy 

Db 



2549 TGATGCACAGCAGTCTGCCTCCCCTATGGGACTCCCTTCTACCAAGCACATGAGCTCTCT 2608 

I I I I I I I I t I I I I I I I I I I I I I I I I I I I I I I I I t I I I I I I I I I I I I I I I I I I I I I I I I I I 
2476 TGAT GC ACAGCAGT CT GCCT C CCCT AT GGGACT C C CTT CT AC CAAGCACAT GAGCT CT CT 2535 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 



2609 AACAG GGT GGGGGCT AC C C C C AGAC CT GCT C CT ACACT GAT ATT GAAGAAC CT GGAGAGG 

I I I I I I I I I I I I I I I I I I I I I I I I I I I i I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2536 AACAGGGT GGGGGCT AC C C C C AGAC CT G CT C CT ACACT GAT AT T GAAGAAC CT GGAGAGG 



2669 



2596 



2728 



2668 



2595 



2727 



AT C CTT CAGTT CT GGCCATT C CAGGGAC C CT CC AGAAAC ACAGT GT T T CAAGAGAC CCT - 

I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I II I I I I I I I II I I I I I II I 
ATC CTT CAGT T CT GGCCATT C CAGGGAC C CT CCAGAAACACAGT GTT TCAAGAGAT CCT A 2655 



AAAAAAC CT GCCT GT C C CAGGAC CCT AT GGTAAT GAAC AC CAAAC AT CT AAACAAT CAT A 2787 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2656 AAAAAACCT GC CTGT CC C AGGACCCT AT GGTAAT GAAC AC CAAACAT CTAAACAAT CAT A 2715 

27 88 TGCTAACATGCCACTCCTGGAAACTCCACTCTGAAGCTGCCGCTTTGGACACCAACACTC 2847 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2716 TGCTAACATGCCACTCCTGGAAACTCCACTCTGAAGCTGCCGCTTTGGACACCAACACTC 2775 

2848 CCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACC 2907 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2776 CCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACC 2835 

2908 GCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGG 2967 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2836 GCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGG 2895 

2968 CAGACTCTGATCCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTC 3027 

II I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

28 96 CAGACTCTGATCCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTC 2955 

3028 CTTTACCCTAGCTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAG 3087 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2956 CTTTACCCTAGCTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAG 3015 

3088 AAAACTGCTTGTCAGAGACTGTTTATTTTTTATTAAAAATATAAGGCTTTUWW^A 314 3 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
3016 AAAACTGCTTGTCAGAGACTGTTTATTTTTTATTAAAAATATAAGGCTTAAAAAAA 3071 



RESULT 6 
BD249136 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 



BD249136 3191 bp DNA linear PAT 17-JUL-2003 

27 human secreted proteins. 

BD249136 

BD249136. 1 GI : 33058906 
JP 2002538841-A/10. 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 3191) 

Ruben, S.M., Ni,J., Ebner,R., Rosen, C. A., Shi,Y., Birse,C, 
Florence, K., Komatsoulis , G. , Laf leur , D . W. , Moore, P. A., 01sen,H.S. 
and Young, P. E. 
27 human secreted proteins 



JOURNAL Patent: JP 200253884 1-A 10 19-NOV-2002; 
HUMAN GENOME SCIENCES INC 
COMMENT OS Homo sapiens (human) 

PN JP 2002538841-A/10 
PD 19-NOV-2002 
PF 16-MAR-2000 JP 2000605787 
PR 18-MAR-1999 US 60/125055 

PI STEVEN M RUBEN, JIAN NI , REINHARD EBNER, CRAIG 
A ROSEN, YANGGU SHI, 

PI CHARLES BIRSE, KIMBERLY FLORENCE, GEORGE KOMAT SOU LIS, DAVID W PI 
LAFLEUR, 

PI PAUL A MOORE, HENRIK S OLSEN, PAUL E YOUNG 

PC C12N15/09,A61K31/711,A61K38/00,A61K48/00,A61P9/00,A61P17/00, 
PC A61P19/02, 

PC A61P25/02,A61P25/16,A61P25/18,A61P25/22,A61P25/24,A61P25/28, 
PC A61P27/02, 

PC A61P29/00,A61P29/00,A61P31/04,A61P31/12,A61P35/00,A61P37/00, 
PC A61P43/00, 

PC C07K14/47,C07K16/18,C12N1/15,C12N1/19,C12N1/21,C12N5/10 PC 
,C12P21/02,C12Ql/02, 



PC 
PC 
PC 
CC 
CC 
CC 
CC 
CC 
CC 
FH 
FT 
FT 



C12Q1/68,G01N33/15,G01N33/50,G01N33/53,G01N33/566,C12N15/00, 

C12N5/00, 

A61K37/02 

n equals a,t,g, or c 
n equals a,t,g, or c 
n equals a,t,g, or c 
n equals a,t,g, or c 
n equals a,t,g, or c 
n equals a,t,g, or c 
Key 
source 



FEATURES 

source 



ORIGIN 



Location/Qualifiers 
1. .3191 
/organism='Homo sapiens 
Location/Qualifiers 
1. .3191 

/organism="Homo sapiens" 
/mol_type=" genomic DNA" 
/db xref="taxon:9606" 



(human) 



Query Match 96.6%; 
Best Local Similarity 99.7%; 
Matches 3031; Conservative 



Score 3035.8; 
Pred. No. 0; 
9; Mismatches 



DB 6; Length 3191; 



1; Indels 



0; Gaps 



0; 



Qy 

Db 



103 GCATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCC 162 
I II I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
7 8 GCATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCC 137 



Qy 

Db 

Qy 

Db 



163 AACTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGC 222 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
138 AACTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGC 197 

223 CC AGGGTCAGAT ACT ATGCAGGGGAT GAACGTAGGGC ACTT AGCTT CTTC CAC CAGAAGG 282 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I II I 
198 CCAGGGTCAGATACTATGCAGGGGATGAACGTAGGGCACTTAGCTTCTTCCACCAGAAGG 257 



Qy 



283 GCCTCCAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGG 342 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I II 



Db 



258 GCCTCCAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGG 317 



Qy 343 CT C GAGAAGCC ATT CT GGC CTT GGAT AT CCAGGAT C C AGGGGT C CC CAGGCTAAAGAACA 402 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I II I I I I I II I II I 

Db 318 CT C GAGAAGC C ATT CT GGC CTT GGAT AT CCAGGAT C CAGGGGT C C C CAGGCTAAAGAACA 377 

Qy 403 T GAT AC C GT GGC CAGC C AGT GACAGAAAAAAGAGT GAAT GT GCCTT TAAGAAGAAGAGCA 462 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 378 T GAT AC C GT GGC CAGC C AGT GACAGAAAAAAGAGT GAAT GT GC CTT TAAGAAGAAGAGCA 437 

Qy 463 AT GAGAC ACAGT GTT T CAACTT CAT C CGT GTC CT GGTTT CTT ACAAT GT C AC CCAT CT CT 522 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 438 AT GAGACACAGT GTT T CAACTT CAT C CGT GTC CTGGT TT CTT ACAAT GT CAC CCATCT CT 497 

Qy 523 ACACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCT 582 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 498 ACACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCT 557 

Qy 583 ACCT GTT GCCCAT CT C GGAGGACAAGGTCAT GGAGGGAAAAGGC CAAAGC C C CTT TGACC 642 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 558 ACCT GTT GCCCAT CT C GGAGGACAAGGT CATGGAGGGAAAAGGC CAAAGC C C CTT TGACC 617 

Qy 643 CCGCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACA 702 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 618 CCGCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACA 677 

Qy 703 ACTT C CTGGGC AGT GAGC C CAT CCT GAT GCGCAC ACT GGGATC C CAGC CT GT CCT CAAGA 762 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 678 ACTTCCTGGGCAGTGAGCCCATCCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGA 737 

Qy 763 CCGACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGA 822 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 738 CCGACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGA 7 97 

Qy ' 823 CCC AGGT C GT CT ACTT CT T CT T C GAGGAGACAGCCAGC GAGTT T GACT T CTT T GAGAGGC 882 

I II I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I 
Db 798 CCCAGGTCGTCTACTTCTTCTTCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGC 857 

Qy 883 TCCACACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGGCGAAAAGCTGCTGC 942 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 858 TCCACACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGGCGAAAAGCTGCTGC 917 

Qy 943 AGAAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGC 1002 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 

Db 918 AGAAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGC 977 

Qy 1003 CCTTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACA 1062 

I I I I I I I I I I I I I I I I I! I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 978 CCTTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACA 1037 

Qy 1063 TCTACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTG 1122 

I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1038 TCTACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTG 1097 

Qy 1123 CCT T CT CT CT CTT GGACATTGAAC GT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAG 1182 

I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I 
Db 1098 C CTT CT CT CT CTT GGACATTGAAC GT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAG 1157 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



1183 AAACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCT 1242 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I : I I I I I I I I I I I I 
1158 AAACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGSCAGGCAGTTGCT 1217 

1243 C AGT GGGC CCCT C CT CT GATAAGGCC CT GAC CTT CAT GAAGGAC CATT T C CT GAT GGAT G 1302 

: I : I I I I I I I I I : I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 
1218 YARTGGGCCCCTYCTCTGATAAGGCCCTGACCTTCATGAAGGACCATTTCCTGATGGATG 1277 

1303 AGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAG 1362 

I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 11 I I 

1278 AGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAG 1337 

1363 T GGAGACAGCCC AGGGC CTT GATGGGCACAGCCATCT T GT CAT GT AC CT GGGAAC C AC C A 1422 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
1338 TGGAGACAGCCCAGGGCCTTGATGGGCACAGCCATCTTGTCATGTACCTGGGAACCACCA 1397 

1423 CAGGGT CGCT CCACAAGGCT GTGGTAAGT GGGGACAGCAGTGCT CAT CTGGT GGAAGAGA 1482 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1398 CAGGGT CGCT CCACAAGGCT GTGGTAAGT GGGGACAGCAGTGCT CAT CTGGT GGAAGAGA 1457 

1483 TTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTG 1542 

I I I I I I I I : I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 
1458 TTCAGCTGYTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTG 1517 

1543 CAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCT 1602 

I I I I I I I I I : I I I I I I I I : I I I I I I I I I I I I : I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1518 CAGTGTTTGKAGGCTTCTYAGGAGGTGTCTGRAGGGTGCCCCGAGCCAACTGTAGTGTCT 1577 

1603 ATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGT 1662 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1578 ATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGT 1637 



1663 



1722 



CCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGC 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1638 CCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGC 1697 

1723 GGGGGAACCCAGAGTGGGCATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGA 1782 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1698 GGGGGAACCCAGAGTGGGCATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGA 1757 

1783 GCCGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCT 1842 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1758 GCCGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCTAACTCCATCCTGGAGCTCCCCT 1817 

1843 GCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAG 1902 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1818 GCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAG 1877 

1903 AAGCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGG 1962 

II I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1878 AAGCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGG 1937 

1963 GTCTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGG 2022 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1938 GTCTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGG 1997 



Qy 

Db 

Qy 

Db 
Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 



2023 T GGACAGCCAGGACCAGAC C CT GGC CCT GGAT C CT GAAC T GGC AGGCATCC C CCGGGAGC 2082 

I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M 

1998 T GGACAGCCAGGACCAGAC CCT GGCCCT GGAT C CT GAACT GGCAG GCATC C C CCGGGAG C 2057 

2083 ATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCT 2142 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I II I I I I I I I I I I 

2058 ATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCT 2117 

2143 ACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCA 2202 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2118 ACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCA 2177 

2203 TCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTG 22 62 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2178 TCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTG 2237 

2263 AGAC CCT GC GC C CT GGGGAGAAGGC C C C GT TAAGCAGAGAGCAACACCTCCAGT CT C CCA 2322 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2238 AGAC CCT GC GC C CT GGGGAGAAGGCCC CGTTAAGCAGAGAGCAACACCT C CAGT CT C C CA 2297 

2323 AGGAAT GCAGGAC CT CT GC CAGT GAT GT GGAC GCT GACAACAACT GCCT AGGCACT GAGG 2382 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2298 AGGAAT GCAGGAC CT CT GC CAGT GAT GT GGAC GCT GACAACAACT GCCT AGGCACT GAGG 2357 

2383 TAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGG 2442 

I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2358 TAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGG 2417 

2443 GCGGC C CAAGC ACAGC C CTGACT AGGAT GACAGCAGC ACAAAAGAC CACCTTT CT C C C CT 2502 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2418 GCGGC C CAAGCACAGC CCT GACT AGGAT GACAGCAGCACAAAAGAC CACCTTT CT C C C CT 2477 

2503 GAGAGGAGCTT CT GCT ACT CT GCAT CACT GAT GAC ACT CAGC AGGGTGAT GC ACAGCAGT 2562 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2478 GAGAGGAGCTTCTGCTACTCTGCATCACTGATGACACTCAGCAGGGTGATGCACAGCAGT 2537 

2563 CTGCCTCCCCTATGGGACTCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGC 2622 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 

2538 CTGCCTCCCCTATGGGACTCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGC 2597 

2623 T ACCC C CAGAC CT G CT C CT ACACT GAT ATT GAAGAAC CT GGAGAG GAT CCT T C AGTT CT G 2682 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2598 T AC C CCCAGACCT GCT C CT AC ACT GAT AT T GAAGAACCT GGAGAGGAT CCTT CAGTT CT G 2657 

2683 GCC ATTCCAGGGACCCT CCAGAAAC ACAGT GTTTCAAGAGACCCTAAAAAAC CT GC CTGT 2742 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2658 GCCATT C CAGGGACCCT C CAGAAAC ACAGT GT TTCAAGAGAC CCTAAAAAAC CT GC CT GT 2717 

2743 CC C AGGACCCT AT GGTAAT GAACACCAAAC AT CTAAACAAT CATAT GCT AACAT GC C ACT 2802 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 

2718 CCCAGGACCCT AT GGTAAT GAACACCAAACAT CTAAACAAT CATAT GCTAACAT GC C ACT 2777 

2803 CCTGGAAACTCCACTCTGAAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTC 2862 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I II I I I 

2778 CCTGGAAACTCCACTCTGAAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTC 2837 

2863 ATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAA 2922 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 2838 ATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAA 2897 

Qy 2923 GTCTTTCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCT 2982 

I I I I I : I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2898 GTCTTYCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCT 2957 

Qy 2983 TCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGA 3042 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2958 TCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGA 3017 

Qy 3043 CCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAG 3102 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 3018 CCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAG 3077 

Qy 3103 AGACT GTTTATTTTTTATTAAAAATATAAGGCTTAAAAAAA 3143 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 3078 AGACTGTTTATTTTTTATTAAAAATATAAGGCTTAAAAAAA 3118 
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DB 6; Length 2981; 

3; Indels 99; Gaps 



1; 



Qy 

Db 



242 AGGGGAT GAAC GT AGGGC ACTT AGCTT CT T CCAC C AGAAGGGC CT CC AGGATTTT GACAC 301 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 

186 AGGGGAT GAAC GT AGGGC ACTT AGCTT CT T C C AC C AGAAGGGC CT CCAGGATTTT GACAC 245 



Qy 302 TCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGGC 361 

II I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 



Db 246 TCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGGC 305 

Qy 362 CT T GGATAT C CAGGATC CAGGGGT C C CCAGGCTAAAGAAC AT GAT ACC GT GGCC AGC C AG 421 

I I I I I I I I I I i I I I I I I I I I I I I I I I I I I I I I II I I I I I I I Ml 

Db 306 CT T GGATAT C CAGGATC CAGGGGT CC CCAGGCTAAAGAACAT GAT ACC GT GGC C AGC CAG 365 

Qy 422 T GACAGAAAAAAGAGTGAAT GTGC CTTTAAGAAGAAGAGCAAT GAGACAC AGT GT TT CAA 481 

I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 366 TGACAGAAAAAAGAGTGAATGTGCCTTTAAGAAGAAGAGCAATGAG 411 

Qy 482 CTTCATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGC 541 
Db 412 — 411 

Qy 542 CTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTGTTGCCCATCTCGGA 601 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 412 GAACTTCAAGATTCCTACCTGTTGCCCATCTCGGA 446 

Qy 602 GGACAAGGT CAT GGAGGGAAAAGGC CAAAGC CC CTTT GAC C C CGCT CACAAGC AT AC GGC 661 

II I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 447 GGACAAGGT CAT GGAGGGAAAAGGC CAAAGCCC CTTT GAC C CCGCT CACAAGC AT AC GGC 506 

Qy 662 TGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCC 721 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 507 TGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCC 566 

Qy 722 CAT C CT GAT GC GC ACACT GGGAT C C C AGC CT GT C CT CAAGAC C GACAACTT C CT C CGCTG 781 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 
Db 567 CAT C CT GAT GCGC ACACT GG GAT C C C AGC CT GT C CT CAAGAC CGACAACTT C CT C CGCTG 626 

Qy 782 GCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTT 841 

I I II I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 627 GCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTT 68 6 

Qy 842 CTT CGAGGAGACAGC C AGC GAGTTT GACT T CTT T GAGAGGCT CC ACACAT C GCGGGT GGC 901 

I I I I I I I I I I I I I I 11 I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I I I I I I 
Db 687 CTT C GAGGAGACAGC CAGCGAGTT T GACTT CTTT GAGAGGCT CCAC AC AT C GCGGGT GGC 746 

Qy 902 T AGAGT CT GCAAGAAT GACGT GGGC GGC GAAAAGCT GCT GCAGAAGAAGT GGAC CACCTT 961 

I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I 
Db 747 T AGAGT CT GCAAGAAT GAC GT GGGCGGC GAAAAGCT GCT GCAGAAGAAGT GGAC CACCTT 806 

Qy 962 CCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCA 1021 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 
Db 807 CCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCA 866 

Qy 1022 CGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTC 1081 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 867 CGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTC 926 

Qy 1082 CCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACAT 1141 

I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I I I II I II I I I I II 
Db 927 CCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACAT 986 

Qy 1142 T GAACGT GT CTT TAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACT T CAC GCT GGACT AC 1201 

I | I I I I I I I I I I I I I I I I I I I I I II I I II II I I I I I I I I I I I I I I I I I I I I M I I I I I I I 
Db 987 TGAACGTGTCTTTAAGGGGAAATACAAAGAGTTGAACAAAGAAACTTCACGCTGGACTAC 1046 



1202 TTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGA 1261 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1047 TTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGA 1106 

1262 TAAGGCCCT GAC CTT CAT GAAGGAC C ATTT C CT GAT GGAT GAGCAAGT GGT GGGGAC GC C 1321 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I 
1107 TAAGGC C CT GAC CTT CAT GAAGGAC CATTT CCT GAT GGAT GAGCAAGT GGT GGGGACGC C 1166 

1322 CCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCCT 1381 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I 
1167 CCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCCT 1226 

1382 T GAT GGGCACAGC CAT CTT GT CAT GT ACCT GGGAAC CACCACAGGGT C GCT CCACAAGGC 1441 

I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I 

1227 T GAT GGGCACAGC CAT CTT GT CAT GT AC CT GGGAAC CAC CAC AGGGT C GCT C C ACAAGGC 1286 

1442 T GT GGT AAGT GGGGACAGC AGT GCT CAT CT GGT GGAAGAGATTCAGCT GT T C C CT GACC C 1501 

I I I II I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1287 T GT GGT AAGT GGGGACAGCAGT GCT C AT CT GGTGGAAGAGATT CAGCT GT T C C CT GAC C C 1346 

1502 TGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTC 1561 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1347 TGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTC 14 06 

1562 AGGAGGT GT CTGGAGGGT GC C C C GAGC CAACT GT AGT GT CT AT GAGAGCT GT GT GGACT G 1621 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1407 AGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTATGAGAGCTGTGTGGACTG 1466 

1622 TGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCT 1681 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I 
1467 TGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCT 1526 

1682 GT CT GC C CC CAACCT GAACT C CTGGAAGCAGGAC AT GGAGCGGG GGAACC CAGAGT GGGC 1741 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1527 GT CT GCCC CCAACCT GAACTC CTGGAAGCAGGAC AT GGAGC GGGGGAACCCAGAGT GGGC 1586 

1742 ATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGAGCCGCCCGCAAATCATTAA 1801 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1587 ATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGAGCCGCCCGCAAATCATTAA 1646 

1802 AGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTT 1861 

I II I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1647 AGAAGTCCTGGCTGTCCCTAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTT 1706 

1862 GGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAAGCCTCTTCCACTGTCTA 1921 

I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1707 GGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAAGCCTCTTCCACTGTCTA 1766 

1922 CAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGGC 1981 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 
1767 CAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGGC 1826 

1982 AACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTGGACAGCCAGGACCAGAC 2041 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1827 AACT GAGAAT GGCTTTTCATACCCT GT GAT CT C CT ACT GGGT GGGCAGCC AGGACC AGAC 1886 



2042 CCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGAC 2101 

II I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 
1887 C CT GGCCCT GGAT CCT GAACT GGCAGGCAT C C C C C GGGAGCAT GT GAAGGT CC C GTT GAC 1946 

2102 CAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCAC 2161 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1947 CAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCAC 2006 

2162 TGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCC 2221 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I 
2007 TGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCC 2066 

2222 ATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGA 2281 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2067 ATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGA 2126 

2282 GAAGGC C CC GTTAAGCAGAGAGCAACAC CT C C AGT CTC C CAAGGAAT GCAGGAC CT CT GC 2341 

I I I I I I I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2127 GAAGGC CCC GTTAAGCAGAGAGCAACAC CT C C AGT CT C C CAAGGAAT GCAGGAC CT CT GC 2186 

2342 CAGT GATGTGGACGCTGACAACAACT GCCTAGGCACT GAGGTAGCTTAAACTCTAGGCAC 2401 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2187 CAGT GAT GT GGACGCT GACAACAACT GCCT AGGCACTGAGGT AGCTT AAACTCT AGGC AC 2246 

24 02 AGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCT 24 61 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2247 AGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCT 2306 

2462 GACT AGGAT GACAG C AGC ACAAAAGAC CAC CT TTCT CC CCT GAGAGGAGCTT CT GCT ACT 2521 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2307 GACT AGGAT GACAGCAGCACAAAAGAC CAC CT TT CT C C CCT GAGAGGAGCTT CT GCTACT 2366 

2522 CT GC AT CACT GAT GACACT CAGC AGGGT GAT GC AC AGC AGT CT GC CT C CC CT AT GGGACT 2581 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2367 CT GC AT CACT GAT GACACT CAGC AGGGT GAT GCAC AGC AGT CTGCCTCCC CT AT GGGACT 2426 

2582 CCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGCTACCCCCAGACCTGCTCCT 2641 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 
2427 CCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGCTACCCCCAGACCTGCTCCT 248 6 

2642 ACACTGATATTGAAGAACCT GGAGAGGATCCTT CAGTT CTGGCCATT CCAGGGACCCTCC 2701 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I II 
2487 ACACT GATATT GAAGAAC CT GGAGAGGAT C CT T CAGTT CT GGCCATT CCAGGGAC C CT CC 254 6 

2702 AGAAACACAGTGTTT CAAGAGACCCTAAAAAACCTGCCT GTCCCAGGACCCTATGGTAAT 2761 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 
2547 AGAAACACAGTGT TT CAAGAGAC CCTAAAAAACCT GCCT GT C CCAGGACC CT AT GGTAAT 2606 

2762 GAACACCAAACATCTAAACAATCAT AT GCTAACATGCCACT CCTGGAAACTCCACT CTGA 2821 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2607 GAACACCAAACATCTAAACAATCAT ATGCTAACATGCCACTCCTGGAAACTCCACTCTGA 2666 

2822 AGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCT 2881 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 

2667 AGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCT 2726 

2882 CCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGAC 2941 



1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 2727 CCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGAC 2786 

Qy 2942 CACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCTTCTGCCCTGGCAGAATGGC 3001 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I II I I I I I I I I I I I I I I I I I I I I 
Db 2787 CACCTTTCTTCTTGCTTCAGTTGGGGCAGACTTTGATCCCTTCTGCCCTGGCAGAATGGC 2846 

Qy 3002 AGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCCT 3061 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2847 AGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCCT 2906 

Qy 3062 CCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTATT 3121 

I I I I I I I I I I I I I I I I I I I I I I II I I II I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 
Db 2907 CCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTATT 2966 

Qy 3122 AAAAATATAAGGCTT 3136 

I I I I I I I I I I I I I I I 
Db 2967 AAAAATATAAGGCTT 2981 
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AK091127 2981 bp mRNA linear PRI 30-JAN-2004 

Homo sapiens cDNA FLJ33808 fis, clone CTONG2001749, highly similar 
to SEMAPHORIN 4A PRECURSOR. 
AK091127 

AK091127.1 GI: 21749423 

oligo capping; fis (full insert sequence) . 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
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Location/Qualifiers 

1. .2981 

/organism="Homo sapiens" 
/mol_type="mRNA" 
/db_xref="taxon:9606" 
/ cl one= " CTONG2 001749" 
/tissue_type-"tongue, tumor tissue" 
/ cl one_l ib= " CT0NG2 " 
/note="cloning vector: pME18SFL3" 



ORIGIN 



Query Match 85.3%; 
Best Local Similarity 96.5%; 
Matches 2793; Conservative 



Score 2682.2; 
Pred. No. 0; 
0; Mismatches 



DB 9; Length 2981; 

3; Indels 99; Gaps 



1; 



QY 



Db 



242 AGGGGAT GAACGTAGGGCACTT AGCTT CTT C C AC CAGAAGGGCCT CCAGGATTTTGACAC 301 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 
186 AGGGGAT GAACGTAGGGCACTT AGCTT CT T C CAC CAGAAGGGCCT CCAGGATTTTGACAC 245 



Qy 



Db 



302 TCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGGC 361 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I II I I 
246 T CT GCT CCT GAGT GGT GAT GGAAATACT CT CT ACGT GGGGGCTC GAGAAGC CATTCT GGC 305 



Qy 362 CTT GGAT AT C CAGGAT CCAGGGGT CC CC AGGCTAAAGAACAT GAT ACC GT GGC CAGC C AG 421 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 306 CTT GGAT AT CCAGGATCCAGGGGT C C C CAGGCTAAAGAACAT GAT ACCGT GGCC AGC CAG 365 

Qy 422 T GACAGAAAAAAGAGT GAAT GT GC CT TTAAGAAGAAGAGCAAT GAGACAC AGTGT TT CAA 481 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 366 T GACAGAAAAAAGAGT GAAT GT GC CT TTAAGAAGAAGAGCAAT GAG 411 

Qy 482 CTTCATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGC 541 
Db 412 411 

Qy 542 CTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTGTTGCCCATCTCGGA 601 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 412 GAACTTCAAGATTCCTACCTGTTGCCCATCTCGGA 446 

Qy 602 GGACAAGGTCATGGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATACGGC 661 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 447 GGACAAGGT CAT GGAGGGAAAAGGCCAAAGC CCCT T T GAC C C C GCT CACAAGC AT ACGGC 506 

Qy 662 TGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCC 721 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 507 TGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCC 566 

Qy 722 CAT C CT GAT GCGCAC ACT GGGAT C C CAGC CT GT C CT CAAGAC C GACAACTT C CT C C GCTG 781 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 567 CATCCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCTG 62 6 

Qy 782 GCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTT 841 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 
Db 627 GCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTT 686 

Qy 842 CTT C GAGGAGACAGC CAGCGAGT TT GACTT CTTT GAGAGGCT C CACACAT C GCGGGT GGC 901 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 687 CTT CGAGGAGACAGCCAGC GAGT T T GACTT CTTT GAGAG GCT CCAC ACAT C GCGGGT GGC 746 

Qy 902 T AGAGT CT GCAAGAATGAC GT GGGCGGC GAAAAGCT GCT GCAGAAGAAGT GGAC C AC CTT 961 

I I I I I I I I II II I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I II I I I 
Db 747 T AGAGT CT GCAAGAATGAC GT GGGCGGC GAAAAGCT GCT GCAGAAGAAGT GGAC C AC CTT 806 

Qy 962 CCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCA 1021 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 807 CCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCA 866 

Qy 1022 CGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTC 1081 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 867 CGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTC 926 

Qy 1082 CCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACAT 1141 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I M I I M 
Db 927 CCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACAT 986 

Qy 1142 T GAACGT GT CTT T AAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTT CACGCTGGACT AC 1201 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I 
Db 987 TGAACGTGTCTTTAAGGGGAAATACAAAGAGTTGAACAAAGAAACTTCACGCTGGACTAC 1046 

Qy 1202 TTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGA 1261 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 



Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



1047 TTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGA 1106 

1262 T AAGGC CCT GAC CTT C AT GAAGGAC CATTT C CT GAT GGAT GAGCAAGTGGT GGGGACGCC 1321 

II I I I I I I I i I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1107 TAAGGCCCTGACCTTCATGAAGGACCATTTCCTGATGGATGAGCAAGTGGTGGGGACGCC 1166 

1322 CCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCCT 1381 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 
1167 CCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCCT 1226 

1382 T GAT GGGCACAGC CAT CTT GT CAT GT AC CT GGGAAC C ACC ACAGGGT CGCT C C ACAAGGC 1441 

I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 
1227 T GAT GGGCACAGC CAT CT T GTC AT GT AC CT GGGAAC C ACC ACAGGGT CGCT C C ACAAGGC 128 6 

1442 T GTGGTAAGT GGGGACAGC AGT GCTCAT CT GGT GGAAGAGAT T CAGCT GTT C C CTGAC CC 1501 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1287 TGTGGTAAGTGGGGACAGCAGTGCT CAT CT GGT GGAAGAGATT CAGCT GTT C CCT GAC CC 1346 

1502 TGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTC 1561 

I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1347 TGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTC 1406 

1562 AGGAGGT GT CT GGAGGGT GC CC CGAGC CAACTGT AGT GT CT AT GAGAGCT GT GT GGACTG 1621 

I I I I I II II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1407 AGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTATGAGAGCTGTGTGGACTG 1466 

1622 TGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCT 1681 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 
14 67 TGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCT 1526 

1682 GTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGGGGGAACCCAGAGTGGGC 1741 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I 

1527 GTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGGGGGAACCCAGAGTGGGC 1586 

1742 AT GT GC CAGT GGC CC CAT GAGCAGGAGCCTT CGGCCT C AGAGC CGCC CGCAAAT CATT AA 1801 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1587 AT GT GC CAGT GGCCC CAT GAGC AGGAGCCT T CGGCCT CAGAGC CGC C CGCAAAT C ATTAA 164 6 

1802 AGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTT 1861 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I II I I I I I I I I I I I I I I I 
1647 AGAAGTCCTGGCTGTCCCTAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTT 1706 

1862 GGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAAGCCTCTTCCACTGTCTA 1921 

I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 
1707 GGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAAGCCTCTTCCACTGTCTA 1766 

1922 CAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGGC 1981 

I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 

17 67 CAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGGC 1826 

1982 AACT GAGAAT GGCTTTT CAT AC CCT GT GATCTCCT ACT GGGT G GACAGC C AGGACC AGAC 2041 

I I I I I I I I I I I I II I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I II I I I I I I I I I I I 

1827 AACT GAGAAT GGCTTTT CAT ACCCTGT GAT CT CCT ACT GGGT GGGCAGCCAGGACCAGAC 1886 

2042 CCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGAC 2101 

I I I I M I I I I I I I I I I I I I I I I I I I I I II I I I I I I II I I I I I I 1 1 I I I I I I I I I I I I I I I 

1887 CCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGAC 1946 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 



2 102 CAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCAC 2161 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II I I I I I I I I I I I I I I I I I I I I 
1947 CAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCAC 2006 



2162 



2221 



TGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCC 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2007 TGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCC 2066 

2222 ATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGA 2281 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2067 ATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGA 2126 

2282 GAAGGCCCCGTTAAGCAGAGAGCAACACCTCCAGTCTCCCAAGGAATGCAGGACCTCTGC 2341 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2127 GAAGGC CC CGTTAAGC AGAGAGCAACAC CT C CAGT CT C CCAAGGAATGCAGGAC CT CT GC 2186 

2342 CAGT GATGTGGACGCTGACAACAACT GCCTAGGCACTGAGGTAGCTTAAACT CTAGGGAC 2401 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2187 CAGTGATGTGGACGCTGACAACAACTGCCTAGGCACTGAGGTAGCTTAAACTCTAGGCAC 2246 

2402 AGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCT 2461 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2247 AGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCT 2306 

2462 GACTAGGATGACAGCAGCACAAAAGACCACCTTTCTCCCCTGAGAGGAGCTTCTGCTACT 2521 

I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II II I I I I I I 

2307 GACT AGGAT GACAGCAGCACAAAAGACCACCTTT CT CCCCTGAGAGGAGCTTCTGCTACT 2366 

2522 CT GCAT CACT GATGACACTCAGC AGGGT GAT GCAC AGCAGT CT GCCT C CCCT AT GGGACT 2581 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2367 CT GCAT CACT GATGACACT CAGCAGGGT GAT GCAC AGCAGT CT GC CT CC C CT AT GGGACT 2426 

2582 CCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGCTACCCCCAGACCTGCTCCT 2641 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2427 CCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGGGGGCTACCCCCAGACCTGCTCCT 2486 

2642 ACACT GAT ATTGAAGAAC CT GGAGAGGAT CCT T C AGTT CT GGCC ATT CCAGGGACC CT C C 2701 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2487 ACACT GAT ATT GAAGAAC CT GGAGAGGAT CCT T C AGTT CT GGCC ATT C C AGGGAC C CT C C 2546 

2702 AGAAACACAGTGTTTCAAGAGACCCTAAAAAACCTGCCTGTCCCAGGACCCTATGGTAAT 2761 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2547 AGAAACACAGTGTTTCAAGAGACCCTAAAAAACCTGCCTGTCCCAGGACCCTATGGTAAT 2606 

2762 GAACAC CAAACATCTAAACAATCATATGCTAACAT GCCACT C CT GGAAACT C CACT CT GA 2821 

I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2607 GAACAC CAAACATCTAAACAAT CAT ATGCTAACATGCCACTCCT GGAAACT C CACT CTGA 2666 

2822 AGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCT 2881 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
2667 AGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCT 2726 

2882 CCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGAC 2941 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I 

2727 CCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGAC 2786 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



2942 CACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCTTCTGCCCTGGCAGAATGGC 3001 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I II I II I I I I I I I I I I I I I II 
2787 CACCTTTCTTCTTGCTTCAGTTGGGGCAGACTTTGATCCCTTCTGCCCTGGCAGAATGGC 2846 

3002 AGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCCT 3061 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 
2847 AGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCACCTCTCCCCCT 2906 

3062 CCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTATT 3121 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2907 CCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTTTATTTTTTATT 2966 

3122 AAAAATATAAGGCTT 3136 

I I I I I I I I I I I I I I I 

2967 AAAAATATAAGGCTT 2981 
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AX512887 2768 bp DNA 

Sequence 35 from Patent WO02062841. 
AX512887 

AX512887. 1 GI: 23504046 



Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 

Tang,T.Y., Yue,H., Gandhi,A.R., Yao,M.G., Warren, B. A., Ding,L., 
Duggan,B.M., Xu,Y., Yang, J., Thangavelu, K. , Lal,P.G., 
Honchell,C.D. , Walia,N.K., Lee,S., Lee, E . A. , Richardson, T .W. , 
Baughn,M.R. and Elliott, V.S. 
Secreted proteins 

Patent: WO 02062841-A 35 15-AUG-2002; 
Incyte Genomics, Inc. (US) 

Location/Qualifiers 

1. .2768 

/organism="Homo sapiens" 
/mol_type="unassigned DNA" 
/db_xref="taxon:9606" 
/note-"Incyte ID No: 7487507CB1" 



Query Match >8.8%; Score 247 6.4; 

Best Local Similarity 96.5%; Pred. No. 0; 
Matches 2580; Conservative 0; Mismatches 



DB 6; Length 27 68; 

1; Indels 93; Gaps 



l; 



Qy 

Db 



74 AGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTGGACCC 133 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
169 AGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTGGACCC 228 



Qy 

Db 



134 CTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACGACGAC 193 

I II I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
229 CTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACGACGAC 288 



Qy 



194 CGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTATGCAGGGGATGAACG 253 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 289 CGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTATGCAGGGGATGAACG 348 

Qy 254 TAGGGCACTTAGCTTCTTCCACCAGAAGGGCCTCCAGGATTTTGACACTCTGCTCCTGAG 313 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I 
Db 349 TAGGGCACTTAGCTTCTTCCACCAGAAGGGCCTCCAGGATTTTGACACTCTGCTCCTGAG 408 

Qy 314 TGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTTGGATATCCA 373 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 409 TGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTTGGATATCCA 468 

Qy 374 GGAT C CAGGGGT C C CCAGGCTAAAGAAC AT GAT AC C GT GGCCAGC CAGT GACAGAAAAAA 433 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 469 GGATCC AGGGGT C C CCAGGCTAAAGAACAT GATACC GTGGCCAGC CAGT GACAGAAAAAA 52 8 

Qy 434 GAGTGAAT GTGCCTTTAAGAAGAAGAGCAATGAGACACAGTGTTTCAACTT CATCCGT GT 493 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 529 GAGTGAAT GT GC CTTTAAGAAGAAGAG CAAT GAGAC ACAGT GTTT CAACTT CAT C CGT GT 588 

Qy 494 CCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGC 553 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 589 CCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGC 648 

Qy 554 TT GT AC CTT CATTGAACT T CAAGAT TC CTAC CT GTT GCC CAT CT C GGAGGACAAGGT CAT 613 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I II II I I I I 
Db 649 TT GTACCT T CATT GAACTT CAAGATTCCTAC CT GTT GCC CATCTC GGAGGACAAGGT CAT 708 

Qy 614 GGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGA 673 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 7 09 GGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGA 7 68 

Qy 674 TGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCCCATCCTGATGCG 733 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 
Db 769 T GGGAT GCT CT ATT CT GGT ACTAT GAACAACTT C CT GGGC AGT GAGCC C AT C CT GAT GC G 828 

Qy 734 CACACT GGGAT CCCAGCCT GT C CT CAAGACC GACAACTT CCT C C GCT GGCT GCAT CAT GA 793 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I 
Db 829 CACACT GGGAT C CCAGCCT GT CCT CAAGACCGACAACTT C CT C C GCT GGCT GCAT CAT GA 888 

Qy 794 CGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGAGGAGAC 853 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I 
Db 889 CGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGAGGAGAC 94 8 

Qy 854 AGC C AGC GAGTT T GACT T CTTTGAGAGGCT CCAC ACAT C GC GGGT GGCT AGAGT CT GCAA 913 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 949 AGCC AGC GAGT T T GACTT CTT TGAGAGGCT C CAC ACAT C GC GGGT GGCT AGAGT CT GCAA 1008 

Qy 914 GAATGAC GT GGGC GGCGAAAAGCT GCT GCAGAAGAAGT GGACC ACCT T C CT GAAGGC C CA 973 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1009 GAATGACGTGGGCGGCGAAAAGCTGCTGCAGAAGAAGTGGACCACCTTCCTGAAGGCCCA 1068 

Qy 974 GCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGTCCTGCT 1033 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1069 GCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGTCCTGCT 1128 



Qy 1034 



CCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCCAGTGGCAGGT 
I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 



1093 



Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



1129 CCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCCAGTGGCAGGT 1188 

1094 TGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACGTGTCTT 1153 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1189 TGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACGTGTCTT 1248 

1154 TAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTT C AC GCT GGACT ACTT AT AG GGGC C C 1213 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1249 TAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACT T CAC GCT GGACT ACTT AT AGGGGCC C 1308 

1214 TGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAAGGCCCTGAC 1273 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1309 TGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAAGGCCCTGAC 1368 

1274 CT T CAT GAAGGACCAT T T CCT GAT GGAT GAGCAAGT GGTGGGGACGC C C CT GCT GGT GAA 1333 
I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

CTT CAT GAAGGAC CAT TT CCT GAT GGAT GAGCAAGT GGT GGGGACG C C C CT GCT GGT GAA 1428 



1369 



1393 



1334 AT CTGGCGTGGAGT ATAC ACGGCTTGC AGT GGAGACAGCC CAGG GCCTT GAT GG GCACAG 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I 
1429 AT CT GGCGT GGAGT AT ACACGGCTT GC AGT GGAGACAGCC CAGG GC CTT GAT GG GCACAG 1488 

1394 CCAT CTT GTCAT GT AC CT GGGAACCAC C ACAGGGT CGCT C CAC AAGGCT GT GGTAAGT GG 1453 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1489 CCAT CTT GTC AT GT AC CTGGGAAC CAC C ACAGGGT C GCT CCACAAGGCTGT 1539 

1454 GGACAGCAGT GCT CAT CT GGT GGAAGAGATTC AGCT GT T C C CT GAC C CT GAACCT GT T C G 1513 



1540 



1514 CAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTG 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1540 GGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTG 



1539 



1573 



1575 



1574 GAGGGTGCCCCGAGCCAACTGTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCG 1633 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 
1576 GAGGGTGCCCCGAGCCAACTGTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCG 



1634 GGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAA 
I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I I I II I I II I I I I I I I I I I I I I I I I I I I I 
1636 GGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAA 



1635 



1693 



1695 



1694 CCT GAACT CCT GGAAGCAGGACAT GGAG CGGGGGAAC C CAGAGT GGGCAT GT GC C AGT GG 1753 

I I I I I I I I I I I I II I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

CCT GAACT CCT GGAAGCAGGACAT GGAGC GGGGGAAC C CAGAGT GGGCAT GT GC CAGT GG 



1696 



1755 



1754 CCC CATGAGC AGGAGCCT T CGGCCT CAGAGCC GCCC GCAAAT CATT AAAGAAGT C CT GGC 1813 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1756 CCC CAT GAGCAGGAGC CTT CGGCCT CAGAGCC GC C C GCAAAT CATT AAAGAAGT C CT GGC 



1815 



1814 TGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTA 1873 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1816 TGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTA 1875 

1874 TT GGAGT CAT GGCC C AGCAGCAGT C C C AGAAGC CT CT T CCACT GTCT ACAAT GGCT CC CT 1933 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1876 TT GGAGT CAT GGC CCAGCAGCAGT C CCAGAAGCCT CTT CCACT GT CT ACAAT GGCT C CCT 1935 



Qy 


1934 


CTT GCTGAT AGT GCAGGAT GGAGTT G GGGGT CT CT AC CAGT GCT GGGCAACT GAGAAT GG 


1993 




1 1 II 1 1 1 1 1 1 1 1 i 1 II 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 




Db 


1936 


CTT GCTGATAGTGCAGGATGGAGTT GGGGGT CTCT AC CAGTGCTGGGCAACT GAGAAT GG 


1995 


Qy 


1994 


CTTTTCATACCCTGTGATCTCCTACTGGGTGGACAGCCAGGACCAGACCCTGGCCCTGGA 


2053 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


1996 


CT T T T CAT AC CCT GT GAT CT CCT ACT GGGT GGAC AGC CAGGACC AGAC CCTGGCCCT GGA 


2055 


Qy 


2054 


TCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGG 


2113 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 




Db 


2056 


T C CT GAACT GGCAGGCAT C CC CC GGGAGCAT GT GAAGGT C C C GTTGAC C AGGGT CAGT GG 


2115 


Qy 


2114 


TGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGTCACTGTCCT 


2173 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 




Db 


2116 


TGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGTCACTGTCCT 


2175 


Qy 


2174 


CTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAGAGCACT 


2233 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


2176 


CTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAGAGCACT 


2235 


Qy 


2234 


CCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTT 


2293 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


2236 


CCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTT 


2295 


Qy 


2294 


AAGCAGAGAGCAACACCT C CAGT CTC CCAAGGAAT GC AGGAC CT CT GCCAGT GAT GT GGA 


2353 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


2296 


AAGCAGAGAGCAACACCT C CAGT CT C CCAAGGAAT GC AGGAC CT CT GCCAGT GAT GT GGA 


2355 


Qy 


2354 


CGCTGACAACAACTGCCTAGGCACTGAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTG 


2413 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 




Db 


2356 


CGCTGACAACAACTGCCTAGGCACTGAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTG 


2415 


Qy 


2414 


CGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCTGACTAGGATGAC 


2473 




1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


2416 


CGGTGCAGGCACCCGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCTGACTAGGATGAC 


2475 


Qy 


2474 


AGCAGCACAAAAGAC CAC CTTT CT CCCCT GAGAGGAGCTT CT GCT ACTCT GCAT CACT GA 


2533 






1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


2476 


AGCAGCACAAAAGAC CACCTTTCT CCCCT GAGAGGAGCTT CT GCT ACT CT GCAT CACT GA 


2535 


Qy 


2534 


T GACACT CAGCAGGGT GAT GCACAGCAGT CT GC CT C CCCT AT GGGACTCC CTTCT AC CAA 


2593 




1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


2536 


T GACACT CAGCAGGGTGAT GCACAGCAGT CT GC CT C C C CT AT GGGACTC C CTT CT AC CAA 


2595 


Qy 


2594 


GC ACAT GAGCT CT CTAACAGGGT GGGGGCT ACC C CCAGAC CT GCT CCT ACACTGAT ATT G 


2653 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 




Db 


2596 


GCACAT GAGCTCT CTAACAGGGT GGGGGCT ACC C C CAGACCT GCT C CT ACACT GAT ATT G 


2655 


Qy 


2654 


AAGAAC CT GGAGAGGAT CCTT C AGTT CT GGC CAT T C C AGGGAC C CT CCAGAAACACAGT G 


2713 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


2656 


AAGAACCT GGAGAGGAT CCTT C AGTT CT GGCCATTCCAGGGACCCTCCAGAAACACAGTG 


2715 


Qy 


2714 


TTTCAAGAGACCCTAAAAAACCTGCCTGTCCCAG 2747 








1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 M 1 1 1 I 1 1 1 




Db 


2716 


TTT CAAGAGACC CTAAAAAACCT GC CT GT CC CAG 2749 





RESULT 10 
CQ716130 

LOCUS CQ716130 2286 bp DNA linear PAT 03-FEB-2004 

DEFINITION Sequence 2064 from Patent WO02068579. 
ACCESSION CQ716130 

VERSION CQ716130.1 GI:42276987 

KEYWORDS 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 

AUTHORS Venter, C. J., Adams, M.C., Li,P.W. and Myers , E .W. 

TITLE Kits, such as nucleic acid arrays, comprising a majority of 

humanexons or transcripts, for detecting expression and other uses 

thereof 

JOURNAL Patent: WO 02068579-A 2064 06-SEP-2002; 
PE Corporation (NY) (US) 
FEATURES Location/Qualifiers 
source 1. .2286 

/organism="Homo sapiens" 
/mol_type="unassigned DNA" 
/db_xref="taxon: 9606" 

ORIGIN 

Query Match 72.7%; Score 2284.4; DB 6; Length 2286; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 2285; Conservative 0; Mismatches 1; Indels 0; Gaps 0; 

Qy 105 ATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAA 164 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1 ATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAA 60 

Qy 165 CTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCC 224 

I I I I t I I I I I II I I t I I I I I I I I I I I I I I I M M I I I I I I II I I I I I I I I I I I I I I I I I I 

Db 61 CTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCC 120 

Qy 225 AGGGTCAGATACTATGCAGGGGATGAACGTAGGGCACTTAGCTTCTTCCACCAGAAGGGC 284 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 121 AGGGTCAGAT ACT AT GC AGGGGAT GAAC GT AGGGC ACT T AGCT T CT T C CAC CAGAAGGGC 180 

Qy 285 CT C CAGGATTTT GACACT CT GCT C CT GAGT GGT GAT GGAAAT ACT CT CT AC GTGGGGGCT 344 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I II 
Db 181 CTCCAGGATTTT GACACT CT GCT CCT GAGT GGT GAT GGAAAT ACT CTCT AC GTGGGGGCT 24 0 

Qy 345 C GAGAAGCCATT CT GGC CTT GGAT AT CC AGGAT C CAGGGGT CCC C AGGCTAAAGAACAT G 4 04 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I 
Db 241 CGAGAAGC CATT CT GGC CT T GGAT AT CCAGGAT C CAGGGGT CCC CAGGCTAAAGAACAT G 300 

Qy 405 AT AC CGT GGCCAGC C AGT GACAGAAAAAAGAGTGAATGT GC CTT TAAGAAGAAGAGCAAT 464 

I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I II II I I I I I I I I I I I I I I I I I I I I I I I I 
Db 301 AT ACCGT GGCCAGCCAGT GAC AGAAAAAAGAGT GAAT GT GC CT T TAAGAAGAAGAGCAAT 360 



Qy 

Db 



465 
361 



GAGAC AC AGT GTTTCAACTT CAT CC GT GT C CTGGT TT CTT ACAAT GT CAC C CAT CT CT AC 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
GAGACACAGTGTTTCAACTTCATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTAC 



524 
420 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 
Db 

Qy 

Db 
Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



525 ACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTAC 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
421 ACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTAC 



585 



481 



645 



541 



705 



601 



765 



661 



825 



721 



885 



781 



945 



841 



CT GT T GC C CAT CT C GGAGGACAAGGT CAT GGAGGGAAAAGGCCAAAGC CC CTTT GACC C C 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
CTGTTGCC CAT CTC GGAGGACAAGGT CAT GGAGGGAAAAGGCCAAAGCCC CTTT GACCCC 

GCTCACAAGCATACGGCTGT CTTGGT GGATGGGATGCTCTATT CT GGTACTAT GAACAAC 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

GCT CACAAGC AT AC GGCT GT CTTGGT GGAT GGGAT GCTCTATT CT GGTACTAT GAACAAC 

TT C CT GGGCAGT GAGC C CAT CCTGAT GC GCAC ACT GGGAT C C C AGCCT GT CCT CAAGAC C 
I I I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I II I 
T T C CT G GGCAGTGAGC C CAT CCT GAT GC GCACACT GGGAT C C CAGC CT GT CCT CAAGAC C 

GACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACC 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 

GACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACC 

CAGGTCGTCTACTTCTTCTTCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTC 
I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I 
CAGGT C GT CT ACT T CTT CTT CGAGGAGACAGC CAGCGAGT TT GACTTCTTT GAGAGGCT C 

CACACAT CGCGGGT GGCT AGAGTCT GCAAGAAT GACGT GGGC GGC GAAAAGCT GCT GCAG 
I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 
CACACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGGCGAAAAGCTGCTGCAG 



584 



480 



644 



540 



704 



600 



764 



660 



824 



720 



884 



780 



944 



840 



AAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCC 1004 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
AAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCC 900 



1005 TTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATC 1064 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
TTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATC 960 



901 



1065 TACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1124 

I I I I I I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 

961 TACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1020 

1125 T T CT CT CTCTT GGAC ATT GAAC GT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAA 1184 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1021 TT CT CT CTCTT GGAC ATT GAAC GT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAA 1080 

1185 ACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCA 1244 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 
1081 ACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCA 1140 

1245 GT GGGCCCCTCCT CT GATAAGGCC CT GACCTT CAT GAAGGACCATTTCCT GAT GGAT GAG 1304 

I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1141 GT GGGCC CCTCCT CT GAT AAGGCC CT GAC CTTC AT GAAGGAC CATTT CCT GAT GGAT GAG 1200 

1305 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1364 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1201 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1260 



Qy 

Db 

Qy 

Db 

Qy 

Db 
Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 



1365 GAGACAGCCCAGGGCCTT GATGGGCACAGCCAT CTTGTCATGTACCT GGGAACCACCACA 1424 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I f I I I I I I 
1261 GAGACAGCCCAGGGCCTT GAT GGGCACAGCCATCTTGTCATGT ACCT GGGAACCACCACA 1320 

1425 GGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATT 14 84 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I 
1321 GGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATT 1380 

1485 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 1544 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I II I I I I I I I II 
1381 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 1440 

1545 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1604 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 
1441 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1500 

1605 GAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCC 1664 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1501 GAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCC 1560 

1665 CGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGG 1724 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I 
1561 CGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGG 1620 

1725 GGGAAC CCAGAGT GGGC AT GT GC CAGT GGCCC CAT GAGCAGGAGC CT TC GGC CT C AGAGC 1784 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1621 GGGAACCCAGAGT GGGCAT GT GCCAGT GGCCCCAT GAGCAGGAGC CT TCGGC CT C AGAGC 1680 

17 85 CGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGC 1844 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1681 CGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCTAACTCCATCCTGGAGCTCCCCTGC 1740 

1845 CCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAA 1904 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1741 C CCCAC CT GT C AGCCT T GGC CT CTT ATT ATT GGAGT CATGGC C CAGC AGCAGT C CC AGAA 1800 

1905 GCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGT 1964 

I I I I I I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1801 GCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGT 1860 

1965 CTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTG 2024 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1861 CTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTG 1920 

2025 GAC AGC CAGGAC C AGACC CT GGC C CT GGAT CCT GAACT GGC AGGC AT CCCC C GGGAGC AT 2084 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1921 GACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCAT 1980 

2085 GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 2144 

I I I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1981 GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 204 0 

2145 TGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATC 2204 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I 
2041 TGGCCCCACTTTGTCACTGTCACTGT CCT CTTTGCCTTAGTGCTTTCAGGAGCCCT CATC 2100 

2205 ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 2264 



Db 



2101 



I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 11 I I I I I I I 

ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 2160 



Qy 2265 ACCCTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACACCTCCAGTCTCCCAAG 2324 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 
Db 2161 ACC CT GCGCCCT GGGGAGAAGGCCC C GTTAAGCAGAGAGCAACAC CTC C AGT C TC CCAAG 2220 

Qy 2325 GAATGCAGGACCT CT GCCAGT GATGT GGACGCTGACAACAACTGCCTAGGCACTGAGGTA 2384 

I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2221 GAATGC AGGAC CT CTGC C AGT GAT GT GGACGCT GACAACAACT GC CTAGGC ACT GAGGT A 2280 

Qy 2385 GCTTAA 2390 

I I I I I I 

Db 2281 GCTTAA 2286 



RESULT 11 

AR564551 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



AR564551 2283 bp DNA 

Sequence 18 from patent US 6764677. 
AR564551 
AR564551.1 



linear 



PAT 08-OCT-2004 



GI:53979962 



Unknown. 

Unknown. 

Unclassified. 

1 (bases 1 to 2283) 

Sharp, J. D. and Barnes, T.M. 

Tango 294, a lipase-like protein 

Patent: US 6764677-A 18 20-JUL-2004; 

Location/Qualifiers 

1. .2283 

/organism= "unknown" 
/mol__type=" genomic DNA" 



Query Match 72.6%; Score 2283; DB 6; Length 2283; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 2283; Conservative 0; Mismatches 0; Indels 0; Gaps 



0; 



Qy 

Db 



105 ATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAA 164 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1 ATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAA 60 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 



165 CTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCC 224 
I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
61 CTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCC 120 

225 AGGGT CAGAT ACT AT GC AGGGGAT GAAC GT AGGGCACTT AGCTT CT T C C AC CAGAAGGGC 284 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 
121 AGGGT CAGAT ACT AT GCAGGGGAT GAACGT AGGGCACTT AGCTT CT T C CAC CAGAAGGGC 180 

285 CTCCAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCT 344 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I II I I I I I 

181 CTCCAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCT 240 

345 CGAGAAGC CATT CT GGCCTT GGAT AT C CAGGAT CCAGGGGT CC CCAGGCTAAAGAAC AT G 404 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 241 CGAGAAGCCATTCTGGCCTTGGATATCCAGGATCCAGGGGTCCCCAGGCTAAAGAACATG 300 

Qy 405 AT AC C GT GGCCAGC CAGT GACAGAAAAAAGAGT GAAT GT GC CT TTAAGAAGAAGAGCAAT 4 64 

I I I I I I I I I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 301 AT AC CGT GGC C AGC CAGT GACAGAAAAAAGAGT GAAT GT GC CTT T AAGAAGAAGAGCAAT 360 

Qy 465 GAGACACAGTGTTTCAACTTCATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTAC 524 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 361 GAGAC ACAGT GTTT CAACTT C ATCCGT GT C CT GGT TT CT T ACAAT GT CACCCAT CTCT AC 420 

Qy 525 ACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTAC 584 

I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I II I I I I II I I II I I I I I I I I I I I I I I I I 

Db 421 ACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTAC 4 80 

Qy 585 CTGTTGCCCATCTCGGAGGACAAGGTCATGGAGGGAAAAGGCCAAAGCCCCTTTGACCCC 644 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I 
Db 481 CT GT T GC C CAT CT C GGAGGACAAGGT CAT GGAGGGAAAAGGCCAAAGC C CCTTT GAC C C C 540 

Qy 645 GCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAAC 704 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 541 GCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAAC 600 

Qy 7 05 TT C CT GGGC AGT GAGC CCATCCTGAT GC GC ACACT GGGAT C CCAGC CT GT C CTCAAGAC C 764 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 601 TT C CT GGGCAGT GAGC C CATC CT GAT GC GC ACACT GGGAT C CCAGC CT GT C CTCAAGAC C 660 

Qy 765 GACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACC 824 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 661 GACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACC 720 

Qy 825 C AGGT C GT CT ACT T CT TCTTCGAGGAGACAGCC AGC GAGTT TGACTT CTTT GAGAGGCT C 884 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 721 CAGGTCGTCTACTTCTTCTTCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTC 780 

Qy 885 CACACAT C GCGGGT GGCTAGAGTCT GCAAGAAT GACGT GGGCGGC GAAAAGCTGCTG CAG 944 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 781 CACACAT C GCGGGT GGCTAGAGTCTGCAAGAAT GAC GT GGGCGGC GAAAAGCT GCTGCAG 84 0 

Qy 945 AAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCC 1004 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 841 AAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCC 900 

Qy 1005 TTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATC 1064 

I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 901 TTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATC 960 

Qy 1065 TACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1124 

I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 
Db 961 TACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1020 

Qy 1125 TT CT CTCT CT T GGAC ATT GAACGT GT CT T T AAGGG GAAAT ACAAAGAGTT GAACAAAGAA 1184 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1021 TT CT CTCT CTT GGAC ATT GAACGT GT CT T TAAGGGGAAAT ACAAAGAGTTGAACAAAGAA 1080 

Qy 1185 ACTT CAC GCT GGACTACTT AT AGGGGC CCT GAGAC CAAC C CCC GGC C AGGCAGTT GCT C A 1244 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I 



Db 1081 ACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCA 1140 

Qy 1245 GTGGGCCCCTCCTCTGATAAGGCCCTGACCTTCATGAAGGACCATTTCCTGATGGATGAG 1304 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1141 GT GGGC CCCT C CT CT GATAAGGCC CT GACCTT CAT GAAGGACC AT T T CCT GATGGAT GAG 1200 

Qy 1305 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1364 

I I I I I I I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1201 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1260 

Qy 1365 GAGACAGCCCAGGGCCTTGAT GGGCACAGCCATCTT GTCAT GTACCT GGGAACCACCACA 1424 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1261 GAGACAGCCCAGGGCCTTGAT GGGCACAGCCATCTT GTCAT GTACCT GGGAACCACCACA 1320 

Qy 1425 GGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATT 1484 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1321 GGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATT 1380 

Qy 1485 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 1544 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I 
Db 1381 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 1440 

Qy 1545 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1604 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I II I I I M I I I I I I M I M 
Db 1441 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1500 

Qy 1605 GAGAGCTGTGT GGACT GT GT C CTT GC C C GGGACCC C CACT GTGC CT GGGAC C CT GAGT C C 1664 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1501 GAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCC 1560 

Qy 1665 CGAAC CT GTT GC CT C CT GT CT GCC C CCAAC CT GAACT CCT GGAAGCAGGAC AT GGAGC GG 1724 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I II I I I II I I I I I I I II I 
Db 1561 CGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGG 1620 

Qy 1725 GGGAACC CAGAGT GGGCAT GT GC C AGT GGCCC CAT GAGC AGGAGCCT T CGGC CT CAGAGC 1784 

I I I I I I I I I I I II II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1621 GGGAACC CAGAGTGGGCAT GT GC C AGT GGCCC CAT GAGC AGGAGC CTT C GGC CT CAGAGC 1680 

Qy 1785 CGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGC 1844 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I II I I I I I 
Db 1681 CGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGC 1740 

Qy 1845 CCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAA 1904 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1741 C C C CACCT GT CAGC CTT GGCCT CTT ATT ATT GGAGT C ATGGCC CAGCAGC AGT C C CAGAA 1800 

Qy 1905 GCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGT 1964 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1801 GCCT CTT C CACT GTCTACAATGGCT CCCT CTT GCT GAT AGT GCAGGATGGAGTTGGGGGT 1860 

Qy 1965 CTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTG 2024 

I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1861 CTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTG 1920 

Qy 2025 GACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCAT 2084 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I i I I I I I I I II I I I I I I I I I I I I I I I I 
Db 1921 GACAGC C AGGACCAGACCCTGGCCCT GGAT CCT GAACT GGCAGGCAT C CC C CGGGAGCAT 1980 



Qy 

Db 



2085 
1981 



GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 2144 
I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 204 0 



Qy 2145 TGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATC 2204 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I II I I I I I I I I I I I I I I II I II I I I 
Db 2041 TGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATC 2100 

Qy 2205 ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 2264 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 
Db 2101 ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 2160 

Qy 2265 ACC CT GCGC CCT GGGGAGAAGGC C C CGTT AAGCAGAGAGCAAC AC CT CC AGT CTCC CAAG 2324 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I I I I 
Db 2161 ACC CT GCGC C CT G GGGAGAAG GC C C CGTTAAGCAGAGAGCAAC AC CT CCAGT CTC C CAAG 2220 

Qy 2325 GAAT GC AGGAC CT CTGC C AGT GAT GT GGACGCT GACAACAACT GC CT AGGCACTGAGGT A 2384 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2221 GAAT GCAGGAC CT CTGCCAGT GAT GTGGACGCT GACAACAACT GC CT AGGCACTGAGGT A 2280 

Qy 2385 GCT 2387 

I I I 

Db 2281 GCT 2283 
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Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 

Spaderna, S.K. , Tchernev,V., Liu,X., Shenoy,S., Spytek,K., 

Zerhusen,B., Pattura jan,M. , Taupier, R. J. , Rastelli,L., Grosse,W.M., 

Szekeres, E. S . , Alsobrook, J. I . , Lepley,D.M., Shen,L., Burgess, C. E. , 

Shimkets, R. A. and Padigaru,M. 

Proteins and nucleic acids encoding same 

Patent: WO 0206339-A 9 24-JAN-2002; 

Curagen Corporation (US) 

Location/Qualifiers 

1. .2281 

/organism="Homo sapiens" 
/mol_type="unas signed DNA" 
/db xref="taxon:9606" 



Query Match 72.6%; Score 2281; DB 6; Length 2281; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 2281; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 



125 CCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCC 184 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 2281 CCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCC 2222 

Qy 185 GACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTATGCAGG 244 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2221 GAC GACGAC C GC GGGGGGAGGCGGGCAGGGGC C CAT GCC C AGGGT C AGAT ACT AT GCAGG 2162 

Qy 245 GGATGAACGTAGGGCACTTAGCTTCTTCCACCAGAAGGGCCTCCAGGATTTTGACACTCT 304 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2161 GGAT GAACGTAGGGCACTTAGCTTCTT CCACCAGAAGGGCCTCCAGGATTTTGACACT CT 2102 

Qy 305 GCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTT 364 

I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I 
Db 2101 GCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTT 2042 

Qy 365 GGAT AT C CAG GATC C AGGGGT C CC CAGGCTAAAGAAC AT GAT AC C GT GGC C AGCC AGT GA 424 

I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 
Db 2041 GGAT ATCCAGGATCCAGGGGTCCCCAGGCTAAAGAACAT GATACCGT GGCCAGCCAGT GA 1982 

Qy 425 C AGAAAAAAGAGTGAAT GT GCCTTTAAGAAGAAGAGCAAT GAGACACAGT GTT T CAACTT 484 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 
Db 1981 C AGAAAAAAGAGTGAAT GTGCCTTTAAGAAGAAGAGCAAT GAGACACAGTGT TT CAACTT 1922 

Qy 485 CATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGCCTT 544 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1921 CATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGCCTT 1862 

Qy 545 C AGC C CT GCT T GTACCTTCATT GAACT T CAAGATT C CT ACCT GT T GCCCAT CTC GGAGGA 604 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 18 61 CAGCCCT GCT T GTACCTTCATT GAACT TCAAGATTCCTACCT GTT GCC CAT CTC GGAGGA 1802 

Qy 605 CAAGGTCATGGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGT 664 

I I I I I I I I II I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1801 CAAGGTCATGGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGT 1742 

Qy 665 CTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCCCAT 724 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1741 CTTGGT GGAT GGGAT GCTCT ATTCT GGTACT AT GAACAACTT CCTGGGCAGT GAGCC CAT 1682 

Qy 725 CCT GATGCGCACACT GGGAT C C CAGC CT GT C CT CAAGAC C GACAACT T C CT C CGCT GGCT 784 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II II I 
Db 1681 CCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGCT 1622 

Qy 785 GCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTT 844 

I I I I M I I I I I I I II II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1621 GCAT CAT GAC GC CT C CT TT GT GGCAGC CAT C C CT T C GACC CAGGT C GT CTAC TT CT T CT T 1562 

Qy 845 CGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAG 904 

I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1561 CGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAG 1502 

Qy 905 AGTCT GCAAGAATGACGTGGGCGGCGAAAAGCT GCT GCAGAAGAAGT GGACC AC CT T CCT 964 

I I I I I I I I I I I I II I I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1501 AGTCTGCAAGAATGACGTGGGCGGCGAAAAGCTGCTGCAGAAGAAGTGGACCACCTTCCT 1442 

Qy 965 GAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGC 1024 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M II I I I I 



Db 1441 GAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGC 1382 

Qy 1025 GGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCCA 1084 

I I I I II I I I I I 1 I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 
Db 1381 GGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCCA 1322 

Qy 1085 GTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGA 1144 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1321 GTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGA 12 62 

Qy 1145 ACGT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACT T CAC GCT GGACT ACT T A 1204 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1261 ACGT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACT T CAC GCT GGACT ACTT A 1202 

Qy 1205 TAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAA 1264 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1201 TAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAA 1142 

Qy 1265 GGCCCT GACCTTCATGAAGGACCATTT CCT GATGGAT GAGCAAGTGGTGGGGACGCCCCT 1324 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1141 GGCCCT GACCTTCATGAAGGACCATTT CCT GATGGAT GAGCAAGTGGTGGGGACGCCCCT 1082 

Qy 1325 GCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCCTTGA 1384 

I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1081 GCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCCTTGA 1022 

Qy 1385 T GGGCACAGC CATCTT GTCATGTAC CT GGGAACCAC C ACAGGGT CGCT C CACAAGGCT GT 1444 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1021 TGGGCACAGCCATCTTGTCATGTACCTGGGAACCACCACAGGGTCGCTCCACAAGGCTGT 962 

Qy 1445 GGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATTCAGCTGTTCCCTGACCCTGA 1504 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 961 GGTAAGT GGGGACAGC AGT GCT CAT CT GGT GGAAGAGATT CAGCT GTTC CCT GACC CT GA 902 

Qy 1505 ACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTCAGG 1564 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I 
Db 901 ACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTCAGG 842 

Qy 1565 AGGT GT CTGGAGGGT GC CC C GAGCCAACT GT AGT GT CTAT GAGAGCT GT GT GGACT GTGT 1624 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 
Db 841 AGGT GT CT GGAGGGT GCCC C GAGC CAACT GT AGT GT CTAT GAGAGCT GT GT GGACT GTGT 782 

Qy 1625 CCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTC 168 4 

I I I I I I I I II I I I I I I I I I I I I I I II I I I I I II I I I I I I I I I II I I I I I I I I I II I I I I I 

Db 781 CCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTC 722 

Qy 1685 TGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGGGGGAACCCAGAGTGGGCATG 174 4 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I 
Db 721 T GCC C C CAACCT GAACT CCT GGAAGCAGGACATGGAGCGGGGGAAC C CAGAGT GGGC AT G 662 

Qy 1745 T GC CAGT GGCCCCAT GAGCAGGAGCCTTCGGC CT C AGAGCC GCCCGCAAAT CAT TAAAGA 1804 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I II I I I I I I II I I I I I I I I I I I I I I I I I 
Db 661 TGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGAGCCGCCCGCAAATCATTAAAGA 602 

Qy 1805 AGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGC 1864 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 601 AGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGC 542 



Qy 1865 CTCTTATT ATT GGAGTCAT GGCCCAGCAGCAGTCCCAGAAGCCTCTT CCACT GTCTACAA 1924 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I 1 I I I I 
Db 541 CTCTTATT ATT GGAGT CAT GGCC CAGCAGCAGT C C CAGAAGC CTCT T C C ACT GT CT ACAA 482 

Qy 1925 TGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGGCAAC 1984 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 481 TGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGGCAAC 422 

Qy 1985 T GAGAAT GGCTTTT CAT AC CCT GT GAT CT C CT ACT GGGT GGACAGC C AGGACC AGACCCT 2044 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 421 T GAGAATGGCTTTT CAT AC CCT GT GATCT C CT ACT GGGT GGAC AGCC AGGAC C AGAC CCT 362 

Qy 2045 GGC C CT GGATCCT GAACT GGCAGGCAT CC C C CGGGAGCAT GT GAAGGT CC C GT T GACCAG 2104 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 
Db 361 GGC C CT GGAT C CT GAACT G GC AGGC AT CC C C CGGGAGCAT GT GAAGGT CC C GTTGACCAG 302 

Qy 2105 GGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGT 2164 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 301 GGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGT 242 

Qy 2165 CACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATT 2224 

I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I II I 

Db 241 CACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATT 182 

Qy 2225 GAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAA 2284 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I II I I I I I I II I I I I I I I I I I I II I I I I 

Db 181 GAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAA 122 

Qy 2285 GGCC C CGTTAAGCAGAGAGCAACAC CT CCAGT CT C C CAAGGAAT GC AGGACCT CT GCC AG 2344 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 121 GGCC CC GTTAAGCAGAGAGCAACAC CT CCAGT CT C C CAAGGAAT GC AGGAC CT CT GCCAG 62 

Qy 2345 T GAT GT GGAC GCT GACAACAACT GC CT AGGCACT GAGGT AGCTT AAACT CTAGGCACAGG 2404 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 61 TGAT GT GGAC GCT GACAACAACT GCCTAGGCACTGAGGT AGCTT AAACTCTAGGCACAGG 2 

Qy 2405 C 2405 

I 

Db 1 C 1 
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AX528269 
Sequence 
AX528269 
AX528269. 



2271 bp 
7 from Patent WO0206339. 

1 GI:25172572 



DNA 



linear PAT 21-NOV-2002 



Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 

Spaderna, S.K. , Tchernev,V., Liu,X., Shenoy,S., Spytek,K., 
Zerhusen,B., Pattura jan, M. , Taupier, R. J. , Rastelli,L., Grosse,W. M. , 
Szekeres, E. S. , Alsobrook, J. I . , Lepley,D.M., Shen,L., Burgess , C . E. , 



Shimkets, R.A. and Padigaru,M. 
TITLE Proteins and nucleic acids encoding same 

JOURNAL Patent: WO 0206339-A 7 24- JAN-2002 ; 
Curagen Corporation (US) 
FEATURES Location/Qualifiers 
source 1. .2271 

/organism="Homo sapiens" 
/mol_type="unassigned DNA" 
/db_xref="taxon: 9606" 

ORIGIN 

Query Match 70.9%; Score 2228.4; DB 6; Length 2271; 

Best Local Similarity 98.9%; Pred. No. 0; 

Matches 2260; Conservative 0; Mismatches 11; Indels 15; Gaps 1; 



Qy 105 ATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAA 164 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I II I I I I I I I I I I I I 

Db 1 ATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAA 60 

Qy 165 CTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCC 224 

I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 61 CTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCC 120 

Qy 225 AGGGT CAGAT ACT AT GCAGGGGAT GAACGTAGGGCACT T AGCTT CTT CCAC CAGAAGGGC 2 84 

I I I I I I I I I I I I I I I I I I II I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 121 AGGGT CAGAT ACT AT GCAGGGGAT GAACGTAGGGCACT T AGCTT CTTC C AC CAGAAGGGC 180 

Qy 285 CTCCAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCT 344 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 

Db 181 CTCCAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCT 240 

Qy 34 5 C GAGAAGCCATT CT GGC CT T GGAT AT CCAGGAT C C AGGGGT CCC CAGGCTAAAGAAC AT G 404 

II I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 241 CGAGAAGC CATT CT GGCCT T GGAT AT CCAGGAT C CAGGGGT CC CCAGG CTAAAGAAC AT G 300 

Qy 405 ATACCGT GGC CAGCC AGTGACAGAAAAAAGAGT GAAT GT GCCT T T AAGAAGAAGAGCAAT 4 64 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 301 ATACCGTGGCCAGCCAGTGACAGAAAAAAGAGTGAATGTGCCTTT AAGAAGAAGAGCAAT 360 

Qy 465 GAGACACAGTGTTTCAACTTCATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTAC 524 

I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 361 GAGACACAGT GTT T CAACTT C ATCCGT GT CCT GGTT T CTT ACAAT GT CAC C C ATCTCT AC 420 

Qy 525 ACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTAC 584 

I I I I I I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 
Db 421 AC CT GC GGCACCTT C GC CT T CAGC CCT GCTT GT AC CTT CAT TGAACTT CAAGATT CCT AC 4 80 

Qy 585 CTGTTGCCCATCTCGGAGGACAAGGTCATGGAGGGAAAAGGCCAAAGCCCCTTTGACCCC 644 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 481 CT GTT GC C CATCT C GGAGGACAAGGT CAT GGAGGGAAAAGGCCAAAGCCCCTTTGAC CC C 540 

Qy 64 5 GCT CACAAGCAT AC GGCT GT CTTGGT GGAT GGGAT GCT CTATT CT GGT ACT AT GAACAAC 704 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 541 GCT CACAAGCAT AC GGCTGT CT T GGT GGATGGGAT GCT CTATT CT GGT ACT AT GAACAAC 600 

Qy 705 TT CCT GGGCAGT GAGCC CAT C CT GAT GCGCAC ACTGGGAT C CCAGC CT GT CCT CAAGACC 764 

I I II I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 



Db 601 TTCCTGGGCAGTGAGCCCATCCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACC 660 

Qy 765 GACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACC 824 

I I II I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I 

Db 661 GACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACC 720 

Qy 825 CAGGTCGTCTACTTCTTCTTCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTC 884 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 721 CAGGTCGTCTACTTCTTCTTCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTC 780 

Qy 885 CACACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGGCGAAAAGCTGCTGCAG 944 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 781 C ACACAT C GC GGGTGGCT AGAGTCT GCAAGAAT GAC GT GGGC GGCGAAAAGCT GCT GCAG 840 

Qy 945 AAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCC 1004 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 841 AAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCC 900 

Qy 1005 TTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATC 1064 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I 

Db 901 TTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATC 960 

Qy 1065 TACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1124 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 961 TACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1020 

Qy 1125 TT CTCT CTCTT GGACATT GAACGT GT CT T TAAGGGGAAAT ACAAAGAGTT GAACAAAGAA 1184 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I 
Db 1021 TT CT CT CTCTT GGACATT GAAC GT GT CTT TAAGG GGAAAT ACAAAGAGTTGAACAAAGAA 1080 

Qy 1185 ACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCA 1244 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1081 ACTT CACGCT GGACT ACTT ATAGGGGCC CTGAGAC CAACC C C C GG C C AGGCAGTT GCT CA 1140 

Qy 1245 GTGGGCCCCTCCTCTGATAAGGCCCTGACCTTCATGAAGGACCATTTCCTGATGGATGAG 1304 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1141 GTGGGCCCCTCCTCTGATAAGGCCCTGACCTTCATGAAGGACCATTTCCTGATGGATGAG 1200 

Qy 1305 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1364 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1201 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1260 

Qy 1365 GAGACAGCCC AGGGCCTT GATGGGCACAGC C AT CTTGT CAT GT AC CT GGGAAC C AC CACA 1424 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I III 
Db 1261 GAGACAGC CCAGGGCCTT GAT GGGC ACAGCCAT CT T GT CAT GT AC CT GGGAACC AGTAC A 1320 

Qy 1425 GGGT CGCT CCACAAGGCT GT GGTAAGT GGGGAC AGC AGTGCT CAT CT GGT GGAAGAGATT 1484 

I I I I II I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 
Db 1321 GGGT CGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCT CAT CTGGTGGAAGAGATT 1380 

Qy 1485 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 1544 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I 
Db 1381 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 144 0 

Qy 1545 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1604 

I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I 
Db 1441 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1500 



Qy 

Db 

Qy 

Db 
Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 



1605 GAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCC 1664 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1501 GAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCC 1560 

1665 CGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGG 1724 

III I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1561 CGACTCTGCTCTCT T AGGAACT C CT GGAAGCAGGAC AT G GAG C GG 1605 

1725 GGGAACCCAGAGTGGGCATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGAGC 1784 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I ! I I I I I I I I I I I I I I I I I I I I I 

1606 GGGAACCCAGAGTGGGCATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCTCAGAGC 1665 

1785 CGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGC 1844 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1666 CGCCCGCAAATCGTTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGC 1725 

1845 CCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAA 1904 

I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

172 6 CCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAA 1785 

1905 GCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGT 1964 
I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

17 86 GCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGT 1845 

1965 CTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTG 2024 

I I I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

184 6 CTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTG 1905 

2025 GACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCAT 2084 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1906 GACAGC CAGGACCAGAC C CT GGC C CTGGAT C CTGAACT GGCAGGC AT C C C C C GGGAGC AT 1965 

2085 GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 2144 

I I I I I I I I I II I I I I I I I I I | II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 

1966 GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 2025 

2145 TGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATC 2204 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

TGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATC 2085 



2026 



2264 



2205 ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 

I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

208 6 ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 214 5 

2265 ACCCTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACACCTCCAGTCTCCCAAG 2324 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2146 ACCCTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACACCTCCAGTCTCCCAAG 2205 

2325 GAATGCAGGACCTCTGCCAGTGATGTGGACGCT GACAACAACT GCCTAGGCACTGAGGTA 2384 
I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2206 GAAT GCAGGAC CTCTGCCAGT GAT GT GGACGCT GACAACAACT GC CTAGGCACT GAGGT A 2265 



2385 



2266 



GCTTAA 2390 
I I I I I I 

GCTTAA 2271 
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BD157628 1838 bp DNA linear PAT 17-JAN-2003 

Primer for synthesizing full-length cDNA and use thereof. 
BD157628 

BD157628.1 GI : 27863386 
JP 2002191363-A/12471. 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 (bases 1 to 1838) 

Ota,T., Isogai,T., Nishikawa, T . , Hayashi,K., Saito,K., Yamamoto,J. 
Ishii,S., Sugiyama,T., Wakamatsu, A. , Nagai,K. and Otsuki,T. 
Primer for synthesizing full-length cDNA and use thereof 
Patent: JP 2002191363-A 12471 09-JUL-2002; 
HELIX RESEARCH INSTITUTE 



FEATURES 

source 



ORIGIN 



Craniata ; Vertebrata ; Euteleos tomi ; 
Catarrhini; Hominidae; Homo. 



OS 


Homo sapiens (human) 




PN 


JP 2002191363-A/12471 




PD 


09-JUL-2002 




PF 


28-JUL-2000 JP 2000280990 




PI 


TOSHIO OTA, TAKAO ISOGAI , TETSUO 


NISHIKAWA, KOJI HAYASHI , KAORU 


PI 


SAITO, 




PI 


JUNICHI YAMAMOTO, SHIZUKO ISHII, 


TOMOYASU SUGI YAMA, AI WAKAMATSU, 


PI 


KEIICHI NAGAI , TETSU JI OTSUKI 




PC 







C12N15/09,C07K14/47,C07K16/18 / C12N1/15,C12N1/19 / C12N1/21,C12N5/ PC 
10, 

PC C12P21/02,C12Ql/68//C12P21/08,G06F17/30,C12N15/00,C12N5/00 CC 
Primer for synthesizing full-length cDNA and use thereof FH Key 
Location/Qualifiers 
FT CDS (106). .(1089). 

Location/Qualifiers 
1. .1838 

/organism="Homo sapiens" 
/mol_type=" genomic DNA" 
/db xref="taxon:9606" 



Query Match 58.4%; 
Best Local Similarity 99.9%; 
Matches 1836; Conservative 



Score 1834.8; 
Pred. No. 0; 
0; Mismatches 



DB 6; Length 1838; 

2; Indels 0; Gaps 



0; 



Qy 1299 GATGAGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTT 1358 

I I I I I I I I I t I I I I I I II II I I I I I I II I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I 

Db 1 GATGAGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTT 60 



Qy 

Db 

Qy 

Db 



1359 



61 



GCAGT GGAGACAGCC CAGGGCCTT GAT GGGCACAG CC AT CTT GT CAT GTAC CT GGGAACC 1418 
I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
GCAGT GGAGACAGC CCAGGGCCTT GATGGGC ACAGCCAT CTT GT CAT GTAC CT GGGAACC 120 



1419 ACCACAGGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAA 1478 
I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II 
121 AC CACAGGGT C GCT C CACAAGGCT GTG GT AAGTG GGGACAGC AGT GCT CAT CT GGT GGAA 180 



Qy 



1479 GAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAG 1538 



181 GAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAG 24 0 



Qy 1539 GGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGT 1598 

I I I I I I II I I I I I I I I I I I I I I I II I I I II I I I I I I I I I I II I I I I I I I I I I I I I II I I ! 

Db 241 GGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGT 300 

Qy 1599 GTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCT 1658 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 

Db 301 GTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCT 360 

Qy 1659 GAGTC C CGAACCT GTT GC CT C CTGT CT GC C CCCAAC CT GAACT C CT GGAAGCAGGAC ATG 1718 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 361 GAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCT GAACT CCTGGAAGCAGGACATG 420 

Qy 1719 GAGCGGGGGAACCCAGAGTGGGCATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCT 1778 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I 
Db 421 GAGC GGGGGAAC C CAGAGT GGGC AT GT GCCAGT GGC CC CAT GAGC AGGAGC CTT C GGC CT 480 

Qy 1779 CAGAGCC GCC C GCAAAT CATTAAAGAAGT C CT GGCT GT C C C CAACT C CAT C CT G GAG CTC 1838 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I 

Db 481 CAGAGCCGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCTAACTCCATCCTGGAGCTC 54 0 

Qy 1839 CCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTC 1898 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 541 CCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTC 600 

Qy 1899 CCAGAAGCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTT 1958 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 601 CCAGAAGCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTT 660 

Qy 1959 GGGGGTCTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTAC 2018 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 661 GGGGGT CT CT ACCAGT GCT GGGCAACT GAGAAT GGCTT T TC AT ACC CT GT GAT CT CCT AC 720 

Qy 2019 TGGGTGGACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGG 2078 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 721 TGGGTGGACAGCCAGGAC CAGACC CTGGC C CT GGAT CCT GAACT GGCAGG CAT C C CC C GG 7 80 

Qy 2079 GAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAG 2138 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 781 GAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAG 840 

Qy 2139 TCCTACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCC 2198 

I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I II II I I I I I I I I I I I I I I I 
Db 841 TCCTACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCC 900 

Qy 2199 CTCATCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGC 2258 

I I II I I II I I I I I I I I I I I I t I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I 
Db 901 CTCATCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGC 960 

Qy 2259' TGT GAGACC CT GCGCC CT GGGGAGAAGGCCCC GTTAAGC AGAGAGCAACACCT C C AGT CT 2318 

I I I I I I I I I I I II I I I I I II I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 
Db 961 TGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACACCTCCAGTCT 1020 

Qy 2319 CCCAAGGAAT GCAGGACCTCT GCCAGT GAT GT GGAC GCT GACAACAACT GCCT AGGC ACT 2378 

I I I I I I I I I I I II I I I I I II I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 



Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 



1021 CCCAAGGAATGCAGGACCTCTGCCAGTGATGTGGACGCTGACAACAACTGCCTAGGCACT 1080 

2379 GAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGG 2438 

I II I I I I I I I I I I I I I I II I I I I I I I II I I I I I I I I I I I I I I I I I II I I I I I I I I I I I M 
1081 GAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGG 1140 

2439 CT GGGCGGCCCAAGCAC AGC CCTGACT AGGAT GACAGC AG C ACAAAAGAC C ACCT TT CT C 2498 

I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1141 CTGGGCGGCCCAAGCACAGCCCTGACTAGGATGACAGCAGCACAAAAGACCACCTTTCTC 1200 

2499 CCCT GAGAGGAGCT TCT GCT ACT CT GC AT C ACT GAT GACACT C AGC AGGGT GAT G CACAG 2558 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1201 CCCTGAGAGGAGCTTCTGCTACTCT GCAT CACT GAT GACACT CAGCAGGGT GAT GCACAG 1260 

2559 CAGTCTGCCTCCCCTATGGGACTCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGG 2618 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1261 CAGTCTGCCTCCCCTATGGGACTCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGG 1320 

2619 GGGCT AC C CCCAGACCT GCT C CT ACACT GAT ATT GAAGAAC CT GGAGAGGAT C CT T CAGT 2678 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1321 GGGCT AC C CCCAGACCT GCT C CT AC ACT GAT ATT GAAGAAC CT GGAGAGGAT C CTT CAGT 1380 

2679 TCT GGCCATT C CAGGGACC CT C CAGAAACAC AGT GT TT CAAGAGAC C CTAAAAAACCT GC 2738 

I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I 
1381 TCT GGCCATT CCAGGGACC CT C CAGAAACAC AGT GT TT CAAGAGAC C CTAAAAAACCT GC 1440 

2739 CT GT CCCAGGACCCTAT GGTAATGAAC ACCAAACAT CTAAACAAT CAT AT GCTAAC AT GC 2798 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
14 41 CT GT C CCAGGACC CT AT GGTAAT GAAC ACCAAACAT CTAAACAAT CAT AT GCTAACAT GC 1500 

2799 CACTCCTGGAAACTCCACTCTGAAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAG 2858 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1501 CACTCCTGGAAACTCCACTCTGAAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAG 1560 

2859 GGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCA 2918 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1561 GGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCA 1620 

2919 GGAAGTCTTTCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGAT 2978 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1621 GGAAGT CTT CCCTGAAGTCTGACCACCTTT CTT CTT GCTT CAGT TGGGGCAGACTCT GAT 1680 

2979 CCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAG 3038 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1681 CCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAG 174 0 

3039 CTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTG 3098 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 
1741 CTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTG 1800 

3099 TCAGAGACTGTTTATTTTTTATTAAAAATATAAGGCTT 3136 

I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
1801 TCAGAGACTGTTTATTTTTTATTAAAAATATAAGGCTT 1838 
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AX879068 1838 bp DNA 

Sequence 13973 from Patent EP1074617. 
AX879068 

AX879068. 1 GI: 40033804 



linear PAT 17-DEC-2003 



CDS 



Chordata; Crania ta; Vertebrata; Euteleostomi ; 
Primates; Catarrhini; Hominidae; Homo. 



Homo sapiens (human) 
Homo sapiens 
Eukaryota; Metazoa; 
Mammalia; Eutheria; 
1 

Ota,T., Isogai,T., Nishikawa, T . , Hayashi,K., Saito,K., Yamamoto,J., 
Ishii,S., Sugiyama,T., Wakamatsu, A. , Nagai,K. and Otsuki,T. 
Primers for synthesising full-length cDNA and their use 
Patent: EP 1074617-A 13973 07-FEB-2001; 
Research Association for Biotechnology (JP) 

Location/Qualifiers 

1. .1838 

/ organism="Homo sapiens " 
/mol_type= rt unassigned DNA" 
/db_xref="taxon:9606" 
106. .1092 

/ no te= "unnamed protein product" 
/ codon_start=l 
/protein_id="CAE90357. 1" 
/db_xref="GI : 40033805" 

/trans la tion="MYLGTTTGSLHKAVVSGDSSAHLVEEIQLFPDPEPVRNLQLAPT 
QGAVFVGFSGGVWRVPRANCSVYESCVDCVLARDPHCAWDPESRTCCLLSAPNLNSWK 
QDMERGNPEWACASGPMSRSLRPQSRPQIIKEVLAVPNSILELPCPHLSALASYYWSH 
GPAAVPEASSTVYNGSLLLIVQDGVGGLYQCWATENGFSYPVISYWVDSQDQTLALDP 
E LAG I P REHVKVP LT RVS GGAALAAQQ S YW P H FVT VT VL FALVL S GAL 1 1 L VAS P L RA 
LRARGKVQGCETLRPGEKAPLSREQHLQSPKECRTSASDVDADNNCLGTEVA" 



ORIGIN 



Query Match 58.4%; 
Best Local Similarity 99.9%; 
Matches 1836; Conservative 



Score 1834.8; 
Pred. No. 0; 
0; Mismatches 



DB 6; Length 1838; 

2 ; Indels 0; Gaps 



0; 



Qy 1299 GATGAGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTT 1358 

I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I 

Db 1 GATGAGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTT 60 



Qy 

Db 

Qy 

Db 



1359 GC AGT GGAGACAGC C CAGGGC CTT GAT GGGCACAGCCATCTT GT CAT GT AC CT GGGAACC 1418 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
61 GCAGT GGAGACAGCCCAGGGC CTTGAT GGGCACAGCCATCTT GT CAT GT AC CT GGGAACC 120 

1419 ACCACAGGGT C GCT CCACAAGGCT GTGGTAAGT GGGGACAGCAGT GCT CAT CT GGT GGAA 147 8 

I I I I I I I I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
121 ACCACAGGGT C GCT C C ACAAGGCT GTGGTAAGT GGGGACAGCAGT GCT CAT CT GGT GGAA 180 



Qy 

Db 

Qy 

Db 



1479 GAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAG 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
GAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAG 



181 



1539 



241 



GGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGT 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
GGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGT 



1538 



240 



1598 



300 



Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 



1599 GTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCT 1658 

I I I I I II I I II I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I II I I I I 
301 GTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCT 360 

1659 GAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATG 1718 
I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
361 GAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATG 420 



1719 GAGCGGGGGAACCCAGAGTGGGCATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCT 1778 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
421 GAGCGGGGGAACCCAGAGTGGGCATGTGCCAGTGGCCCCATGAGCAGGAGCCTTCGGCCT 



480 



1779 CAGAGCCGC CCGCAAAT CATTAAAGAAGT C CT GGCT GT CC C CAACT C CAT C CT GGAGCT C 1838 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

CAGAGCCGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCTAACTCCATCCT GGAGCT C 



481 



540 



1839 CCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTC 1898 
II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
CCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTC 



541 



600 



1899 CCAGAAGCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTT 1958 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
601 CCAGAAGC CT CTT CCACT GT CTACAAT GGCT CCCTCTTGCT GATAGT GCAGGAT GGAGT T 660 

1959 GGGGGTCTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTAC 2018 
I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 
661 GGGGGTCTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTAC 720 

2 019 TGGGTGGACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGG 2078 
I I I I I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
721 TGGGTGGACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGG 780 

2079 GAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAG 2138 
I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
781 GAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAG 840 

2139 TCCTACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCC 2198 
I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I 
TCCTACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCC 



841 



2199 CTCATCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGC 

I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

CTCATCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGC 



901 



2259 



961 



2319 



900 



2258 



960 



2318 



TGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACACCTCCAGTCT 
I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I II I I I 
TGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACACCTCCAGTCT 1020 



CCCAAGGAAT GCAGGACCTCT GC C AGT GAT GT GGAC GCT GACAAC AACT GC CT AGGC ACT 237 8 
I II I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I II 

1021 CCCAAGGAATGCAGGACCTCT GCC AGT GATGT GGAC GCT GACAACAACT GCCT AGGC ACT 1080 

2379 GAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGG 2438 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1081 GAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTGGCCATGCTGG 1140 

2439 CT GGGCGGC CCAAGCAC AGCC CT GACT AGGAT GACAGC AGC ACAAAAGAC CAC CTTT CT C 2498 



Db 



1141 



1200 



Qy 2499 CCCTGAGAGGAGCTTCTGCTACTCTGCATCACTGATGACACTCAGCAGGGTGATGCACAG 2558 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 
Db 1201 C CCT GAGAGGAGCTT CTGCT ACT CT GC AT CACT GAT GACACT C AGCAGGGT GAT GC AC AG 1260 

Qy 2559 CAGTCTGCCTCCCCTATGGGACTCCCTTCTACCAAGCACATGAGCTCTCTAACAGGGTGG 2618 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1261 CAGT CT GC CT CC C CT ATGGGACTC C CTT CT ACCAAGC ACAT GAGCT CT CTAACAGGGTGG 1320 

Qy 2619 GGGCT ACCC CCAGAC CTGCTC CTAC ACT GAT AT T GAAGAAC CT GGAGAGGATC CTT CAGT 2678 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1321 GGGCT AC CC CCAGAC CTGCT C CTACACT GAT ATT GAAGAAC CT GGAGAGGATC CTT CAGT 1380 

Qy 2 679 T CT GGC C AT T CCAGGGACCCT C CAGAAACACAGT GT T T CAAGAGAC C CTAAAAAAC CT G C 2738 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1381 T CT GGC C AT T C CAGGGACCCT C CAGAAACACAGT GT TT CAAGAGACC CTAAAAAAC CT GC 144 0 

Qy 2739 CT GT CCCAGGACCCT ATGGTAATGAACACCAAACAT CTAAACAAT CAT AT GCT AACAT GC 2798 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1441 CT GT C CCAGGACCCT ATGGTAATGAACACCAAACAT CTAAACAAT CAT AT GCT AACAT GC 1500 

Qy 2799 CACTCCTGGAAACTCCACTCTGAAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAG 2858 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1501 CACTCCTGGAAACTCCACTCTGAAGCTGCCGCTTTGGACACCAACACTCCCTTCTCCCAG 1560 

Qy 2859 GGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCA 2918 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I II I I I 

Db 1561 GGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCA 1620 

Qy 2919 GGAAGTCTTTCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGAT 2978 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1621 GGAAGTCTTCCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGAT 1680 

Qy 2979 CCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAG 3038 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1681 CCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAG 1740 

Qy 3039 CTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTG 3098 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I 
Db 1741 CTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTG 1800 

Qy 3099 TCAGAGACTGTTTATTTTTTATTAAAAATATAAGGCTT 3136 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1801 TCAGAGACTGTTTATTTTTTATTAAAAATATAAGGCTT 1838 
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SUMMARIES 

No. Score Match Length DB ID Description 
RESULT 1 

ID AAC58392 standard; cDNA; 3143 BP. 

Human PR01317 nucleotide sequence SEQ ID NO: 70. 
WO200053755-A2. 
14-SEP-2000. 
(GETH ) GENENTECH INC. 
Query Match 100.0%; Score 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 2 

ID ACD68436 standard; cDNA; 3143 BP. 

Novel human secreted and transmembrane protein PR01317 cDNA. 
US2003073130-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 



DE 
PN 
PD 
PA 



DB 3; Length 3143; 



DE 
PN 
PD 
PA 



100.0%; 
100.0%; 



Score 3143; DB 9; Length 3143; 



Pred. No. 0; 



Query Match 
Best Local Similarity 
RESULT 3 

ID ACH04538 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317, 

PN US2003044841-A1. 

PD 06-MAR-2003. 

PA (GETH ) GENENTECH INC. 



Query Match 100.0%; Score 3143; DB 9; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 4 

ID ACD68082 standard; cDNA; 3143 BP. 

DE Novel human secreted and transmembrane protein PR01317 cDNA. 

PN US2003073129-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 9; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 5 

ID ADC18145 standard; cDNA; 3143 BP. 

DE Human PRO polynucleotide #79. 

PN US2003064925-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 6 

ID ADD70791 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003099625-A1 . 

PD 29-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 7 

ID ADD39868 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003083462-A1 . 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 8 

ID ADD70314 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003054406-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 9 

ID ADD38435 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003096955-A1. 

PD 22-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; , DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 10 

ID ADD39391 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003096954-A1. 

PD 22-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 



Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 11 

ID ADD38914 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003092061-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 12 

ID ADD40345 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003082627-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 13 

ID ADE50566 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003069179-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 14 

ID ADE20178 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003092883-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 15 

ID ADE50089 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003082626-A1 . 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 16 

ID ADE21647 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003082628-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 17 

ID ADF30072 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003204053-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 



RESULT 18 

ID ADF55965 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/ transmembrane protein PR01317. 

PN US2003204054-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 19 

ID ADH99469 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003065142-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 10; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 20 

ID ADE96649 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003195347-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 21 

ID ADF25960 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003199675-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 22 

ID ADF24859 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003198993-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 23 

ID ADF29595 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003203401-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 24 

ID ADE97126 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003195334-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 25 



ID ADH03164 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003216562-A1. 

PD 20-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 26 

ID ADH04118 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003220471-A1. 

PD 27-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 27 

ID ADH03641 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2003224478-A1. 

PD 04-DEC-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 28 

ID ADH04595 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2004005626-A1 . 

PD 08-JAN-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 29 

ID ADH61596 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2004014130-A1. 

PD 22-JAN-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 30 

ID ADL94795 standard; cDNA; 3143 BP. 

DE Human cDNA encoding secreted/transmembrane protein PR01317. 

PN US2004073015-A1. 

PD 15-APR-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 100.0%; Score 3143; DB 12; Length 3143; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 31 

ID AAA37100 standard; cDNA; 3142 BP. 

DE Human PR01317 (UNQ783) cDNA sequence SEQ ID NO: 276. 

PN WO200012708-A2. 

PD 09-MAR-2000. 

PA (GETH ) GENENTECH INC. 

Query Match 99.6%; Score 3131; DB 3; Length 3142; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 32 

ID AAF54397 standard; DNA; 3075 BP. 



Length 3075; 



DE DNA encoding protein of the invention #77. 
PN WO200078961-A1. 
PD 28-DEC-2000. 
PA (GETH ) GENENTECH INC. 

Query Match 97.8%; Score 3075; DB 4; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 33 

ID ADP25056 standard; cDNA; 3257 BP. 
DE PRO polypeptide encoding cDNA SEQ ID NO: 2234. 
PN WO2004041170-A2. 
PD 21-MAY-2004. 
PA (GETH ) GENENTECH INC. 

Query Match 97.6%; Score 3068.4; DB 13; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 34 

ID ADF60955 standard; cDNA; 3505 BP. 

DNA demethylating agent treated cell differentially expressed cDNA #13, 
US2003165864-A1. 



Length 3257; 



DE 
PN 
PD 
PA 
PA 



Score 3060.8; 
Pred. No. 0; 



Score 3041.4; 
Pred. No. 0; 



04-SEP-2003. 
(LASE/) LASEK A W. 
(JONE/) JONES D A. 
Query Match 97.4%; 
Best Local Similarity 99.9%; 
RESULT 35 

ID ADD67570 standard; cDNA; 3252 BP. 

DE Human Ly667S encoding cDNA SEQ ID NO: 47. 

PN WO2003062401-A2. 

PD 31-JUL-2003. 

PA (CORI-) CORIXA CORP. 

Query Match 96.8%; 

Best Local Similarity 99.4%; 
RESULT 36 

ID AAF45125 standard; cDNA; 3104 BP. 
DE Human TANGO 265 cDNA. 
PN WO200077239-A2. 
PD 21-DEC-2000. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 96.7%; 

Best Local Similarity 99.9%; 
RESULT 37 

ID ABX94103 standard; cDNA; 3104 BP. 
DE cDNA encoding human TANGO 265. 
PN US2002182675-A1. 
PD 05-DEC-2002. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 96.7%; 

Best Local Similarity 99.9%; 
RESULT 38 

ID ACD66780 standard; cDNA; 3104 BP. 
DE Secreted polypeptide-related cDNA #56 
PN US2003022279-A1 . 
PD 30-JAN-2003. 
PA (FRAS/) FRASER C C. 
PA (BARN/) BARNES T M. 
PA (SHAR/) SHARP J D. 
PA (KIRS/) KIRST S J. 
PA (MYER/) MYERS P S. 



Score 3040.8; 
Pred. No. 0; 



Score 3040.8; 
Pred. No. 0; 



DB 10; Length 3505; 



DB 10; Length 3252; 



DB 5; Length 3104; 



DB 8; Length 3104; 



Score 3040.8; 
Pred. No. 0; 



DB 8; Length 3104; 



Score 3040.8; 
Pred. No. 0; 



DB 12; Length 3104; 



PA (LEIB/) LEI BY K R. 
PA (HOLT/) HOLTZMAN D A. 
PA (MCCA/) MCCARTHY S A. 
PA (WRIG/) WRIGHTON N. 
PA (MACK/) MAC KAY C R. 
PA (GOOD/) GOODEARL ADJ. 

Query Match 96.7%; 

Best Local Similarity 99.9%; 
RESULT 39 

ID ADQ10373 standard; cDNA; 3104 BP. 
Human polynucleotide #71. 
US2004121396-A1. 
24-JUN-2004. 

(MILL-) MILLENNIUM PHARM INC. 
Query Match 96.7%; 
Best Local Similarity 99.9%; 
RESULT 40 

ID ADQ98237 standard; cDNA; 3104 BP. 
Human polynucleotide #5. 
US6764677-B1. 

20- JUL-2004. 

(MILL-) MILLENNIUM PHARM INC. 
Query Match 96.7%; Score 3040.8; 

Best Local Similarity 99.9%; Pred. No. 0; 
RESULT 41 

ID AAC69084 standard; DNA; 3191 BP. 

Human secreted protein gene 1 clone HTDAA93. 
WO200055371-A1. 

21- SEP-2000. 

(HUMA- ) HUMAN GENOME SCI INC. 
Query Match 96.6%; 
Best Local Similarity 99.7%; 
RESULT 42 

ID AAK53428 standard; cDNA; 3042 BP. 

Human polynucleotide SEQ ID NO 3941. 
WO200157190-A2. 
09-AUG-2001. 
(HYSE-) HYSEQ INC. 
Query Match 96.4%; Score 3029.8; 

Best Local Similarity 99.9%; Pred. No. 0; 
RESULT 43 

ID ABX13628 standard; cDNA; 3042 BP. 

Human cytokine or cell proliferation/differentiation protein cDNA #5. 
US2002137044-A1. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DB 12; Length 3104; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 3035.8; 
Pred. No. 0; 



DB 3; Length 3191; 



DB 4; Length 3042; 



DE 
PN 
PD 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 



26-SEP-2002. 
(TANG/) TANG Y T. 
(ZHOU/) ZHOU P. 
(GOOD/) GOODRICH R. 
(LIUC/) LIU C. 
(ASUN/) ASUNDI V. 
(WEHR/) WEHRMAN T. 
YANG Y. 
DRMANAC R T. 



(YANG/) 
(DRMA/) 

Query Match 96.3%; 
Best Local Similarity 99.9%; 
RESULT 44 

ID ACC69002 standard; cDNA; 3146 BP. 



Score 3028.2; 
Pred. No. 0; 



DB 8; Length 3042; 



DE Human neurotransmission-associated protein NTRAN-24 cDNA SEQ ID NO: 49. 
PN WO2003025129-A2. 
PD 27-MAR-2003. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 91.0%; Score 2860.4; DB 10; Length 3146; 

Best Local Similarity 96.7%; Pred. No. 0; 
RESULT 45 

ID ADB62165 standard; cDNA; 2981 BP. 

DE Human cDNA encoding clone CTONG20017490 . 

PN EP1308459-A2. 

PD 07-MAY-2003. 

PA (HELI-) HELIX RES INST. 

PA (REAS-) RES ASSOC BIOTECHNOLOGY. 

Query Match 85.3%; Score 2682.2; DB 10; Length 2981; 

Best Local Similarity 96.5%; Pred. No. 0; 
RESULT 46 

ID ACN42096 standard; cDNA; 3033 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 971. 

PN WO2004023973-A2 . 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 78.9%; Score 2479.6; DB 13; Length 3033; 

Best Local Similarity 90.9%; Pred. No. 0; 
RESULT 47 

ID ABS64946 standard; cDNA; 2768 BP. 

DE Human cDNA for SECP11, Incyte ID No. 7487507CB1. 
PN WO200262841-A2. 
PD 15-AUG-2002. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 78.8%; Score 2476.4; DB 6; Length 2768; 

Best Local Similarity 96.5%; Pred. No. 0; 
RESULT 48 

ID ACN43554 standard; cDNA; 3188 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2429. 

PN WO2004023973-A2 . 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 78.4%; Score 2464.6; DB 13; Length 3188; 

Best Local Similarity 87.1%; Pred. No. 0; 
RESULT 49 

ID ACC68985 standard; cDNA; 2745 BP. 

DE Human neurotransmission-associated protein NTRAN-7 cDNA SEQ ID NO: 32. 
PN WO2003025129-A2 . 
PD 27-MAR-2003. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 77.5%; Score 2437; DB 10; Length 2745; 

Best Local Similarity 96.1%; Pred. No. 0; 
RESULT 50 

ID ACN43555 standard; cDNA; 3165 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2430. 

PN WO2004023973-A2. 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 76.1%; Score 2392.8; DB 13; Length 3165; 

Best Local Similarity 86.8%; Pred. No. 0; 
RESULT 51 

ID ACN43551 standard; cDNA; 3342 BP. 



DE Human diagnostic and therapeutic polynucleotide SEQ ID NO:2426. 

PN WO2004023973-A2 . 

PD 25-MAR-2004 . 

PA (INCY-) INCYTE CORP. 

Query Match 76.1%; Score 2391.6; DB 13; Length 3342; 

Best Local Similarity 86.9%; Pred. No. 0; 
RESULT 52 

ID ACN43552 standard; cDNA; 3333 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2427. 

PN WO2004023973-A2 . 

PD 25-MAR-2004 . 

PA (INCY-) INCYTE CORP. 

Query Match 76.1%; 

Best Local Similarity 86.9%; 
RESULT 53 
ID 



Score 2390.6; 
Pred. No. 0; 



DB 13; Length 3333; 



DE 
PN 
PD 
PA 



ACN43553 standard; cDNA; 3316 BP. 
Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2428. 



WO2004023973-A2. 
25-MAR-2004. 
(INCY-) INCYTE CORP. 
Query Match 74.4%; 
Best Local Similarity 86.1%; 
RESULT 54 

ID AAF45126 standard; cDNA; 2283 BP 
DE Human TANGO 265 ORF. 
PN WO200077239-A2. 
PD 21-DEC-2000. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 72.6%; 

Best Local Similarity 100.0%; 
RESULT 55 
ID 



Score 2339.6; 
Pred. No. 0; 



DB 13; Length 3316; 



Score 2283; DB 5; 
Pred. No. 0; 



Length 2283; 



DE 
PN 
PD 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 



ACD66781 standard; cDNA; 2283 BP. 
Secreted polypeptide-related cDNA #57. 
US2003022279-A1. 
30-JAN-2003. 
(FRAS/) FRASER C C. 

BARNES T M. 



SHARP J D. 
KIRST S J. 
MYERS P S. 
LEIBY K R. 
HOLTZMAN D A. 
MCCARTHY S A. 
WRIGHTON N. 
MAC KAY C R. 
GOODEARL A D 



(BARN/) 
(SHAR/) 
(KIRS/) 
(MYER/) 
(LEIB/) 
(HOLT/) 
(MCCA/) 
(WRIG/) 
(MACK/) 

(GOOD/) GOODEARL ADJ. 
Query Match 72.6%; 
Best Local Similarity 100.0%; 
RESULT 56 

ID ADQ10374 standard; cDNA; 2283 
DE Human polynucleotide #72. 
PN US2004121396-A1. 
PD 24-JUN-2004. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 72.6%; 

Best Local Similarity 100.0%; 
RESULT 57 



Score 2283; DB 8; 
Pred. No. 0; 



Length 2283; 



Score 2283; DB 12; 
Pred. No. 0; 



Length 2283; 



ID ADQ98238 standard; cDNA; 2283 BP. 
DE Human polynucleotide #6. 
PN US6764677-B1. 
PD 20-JUL-2004. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 72.6%; Score 2283; DB 12; Length 2283; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 58 

ID AAD28945 standard; cDNA; 2281 BP. 

DE Human MOL3b cDNA. 

PN WO200206339-A2. 

PD 24-JAN-2002. 

PA (CURA-) CURAGEN CORP. 

Query Match 72.6%; Score 2281; DB 6; Length 2281; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 59 

ID ADD18199 standard; DNA; 2281 BP. 

DE Human molecule (MOL) protein MOL3b DNA sequence. 

PN WO2003003984-A2 . 

PD 16-JAN-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 72.6%; Score 2281; DB 10; Length 2281; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 60 

ID AAD28944 standard; cDNA; 2271 BP. 

DE Human MOL 3 a cDNA. 

PN WO200206339-A2. 

PD 24-JAN-2002. 

PA (CURA-) CURAGEN CORP. 

Query Match 70.9%; Score 2228.4; DB 6; Length 2271; 

Best Local Similarity 98.9%; Pred. No. 0; 
RESULT 61 

ID ADD18197 standard; DNA; 2271 BP. 

DE Human molecule (MOL) protein MOL3a DNA sequence. 

PN WO2003003984-A2. 

PD 16-JAN-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 70.9%; Score 2228.4; DB 10; Length 2271; 

Best Local Similarity 98.9%; Pred. No. 0; 
RESULT 62 

ID ACC69003 standard; cDNA; 2238 BP. 

DE Human neurotransmission-associated protein NTRAN-25 cDNA SEQ ID NO: 50. 
PN WO2003025129-A2. 
PD 27-MAR-2003. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 67.0%; Score 2104.8; DB 10; Length 2238; 

Best Local Similarity 95.5%; Pred. No. 0; 
RESULT 63 

ID ACN43550 standard; cDNA; 2670 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2425. 

PN WO2004023973-A2. 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 66.9%; Score 2104; DB 13; Length 2670; 

Best Local Similarity 84.7%; Pred. No. 0; 
RESULT 64 

ID ACN43547 standard; cDNA; 2838 BP. 



DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2422. 

PN WO2004023973-A2. 

PD 25-MAR-2004 . 

PA (INCY-) INCYTE CORP. 

Query Match 66.9%; Score 2101.8; DB 13; Length 2838; 

Best Local Similarity 84.8%; Pred. No. 0; 
RESULT 65 

ID ACN43548 standard; cDNA; 2830 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2423. 

PN WO2004023973-A2 . 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 66.4%; Score 2085.8; DB 13; Length 2830; 

Best Local Similarity 84.5%; Pred. No. 0; 
RESULT 66 

ID ACN43549 standard; cDNA; 2759 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2424. 

PN WO2004023973-A2. 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 61.8%; Score 1943.8; DB 13; Length 2759; 

Best Local Similarity 82.2%; Pred. No. 0; 
RESULT 67 

ID ADQ86307 standard; cDNA; 1838 BP. 

DE Human tumour-associated antigenic target (TAT) cDNA sequence #3179. 

PN WO2004060270-A2 . 

PD 22-JUL-2004. 

PA (GETH ) GENENTECH INC. 

PA (WUTD/) WU T D. 

PA (ZHOU/) ZHOU Y. 

Query Match 58.5%; Score 1838; DB 12; Length 1838; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 68 

ID ADQ83210 standard; cDNA; 1838 BP. 

DE Human tumour-associated antigenic target (TAT) cDNA sequence #24. 

PN WO2004060270-A2. 

PD 22-JUL-2004. 

PA (GETH ) GENENTECH INC. 

PA (WUTD/) WU T D. 

PA (ZHOU/) ZHOU Y. 

Query Match 58.5%; Score 1838; DB 12; Length 1838; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 69 

ID ADQ83890 standard; cDNA; 1838 BP. 

DE Human tumour-associated antigenic target (TAT) cDNA sequence #704. 

PN WO2004060270-A2. 

PD 22-JUL-2004. 

PA (GETH ) GENENTECH INC. 

PA (WUTD/) WU T D. 

PA (ZHOU/) ZHOU Y. 

Query Match 58.5%; Score 1838; DB 12; Length 1838; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 70 

ID ADQ85119 standard; cDNA; 1838 BP. 

DE Human tumour-associated antigenic target (TAT) cDNA sequence #1933. 
PN WO2004060270-A2 . 
PD 22-JUL-2004. 



PA (GETH ) GENENTECH INC. 
PA (WUTD/) WU T D. 
PA (ZHOU/) ZHOU Y. 

Query Match 58.5%; Score 1838; DB 13; Length 1838; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 71 

ID AAH15636 standard; cDNA; 1838 BP. 

DE Human cDNA sequence SEQ ID NO: 13973. 

PN EP1074617-A2. 

PD 07-FEB-2001. 

PA (HELI-) HELIX RES INST. 

Query Match 58.4%; Score 1834.8; DB 4; Length 1838; 

Best Local Similarity 99.9%; Pred. No. 0; 
RESULT 72 

ID AAF45137 standard; cDNA; 3046 BP. 
DE Murine semaphorin B cDNA. 
PN WO200077239-A2. 
PD 21-DEC-2000. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 55.0%; Score 1727.6; DB 5; Length 3046; 

Best Local Similarity 76.0%; Pred. No. 0; 
RESULT 73 

ID AAF45140 standard; cDNA; 3046 BP. 
DE Murine DNA: SEQ ID 77. 
PN WO200077239-A2. 
PD 21-DEC-2000. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 55.0%; Score 1727.6; DB 5; Length 3046; 

Best Local Similarity 76.0%; Pred. No. 0; 
RESULT 74 

ID ACD26369 standard; cDNA; 3046 BP. 

DE Secreted polypeptide-related cDNA #80. 

PN US2003022279-A1. 

PD 30-JAN-2003. 

PA (FRAS/) FRASER C C. 

PA (BARN/) BARNES T M. 

PA (SHAR/) SHARP J D. 

PA (KIRS/) KIRST S J. 

PA (MYER/) MYERS P S. 

PA (LEIB/) LEIBY K R. 

PA (HOLT/) HOLTZMAN D A. 

PA (MCCA/) MCCARTHY S A. 

PA (WRIG/) WRIGHTON N. 

PA (MACK/) MAC KAY C R. 

PA (GOOD/) GOODEARL ADJ. 

Query Match 55.0%; Score 1727.6; DB 8; Length 3046; 

Best Local Similarity 76.0%; Pred. No. 0; 
RESULT 75 

ID ACD26370 standard; cDNA; 3046 BP. 

DE Secreted polypeptide-related cDNA #81. 

PN US2003022279-A1 . 

PD 30-JAN-2003. 

PA (FRAS/) FRASER C C. 

PA (BARN/) BARNES T M. 

PA (SHAR/) SHARP J D. 

PA (KIRS/) KIRST S J. 

PA (MYER/) MYERS P S. 



PA (LEIB/) LEIBY K R. 
PA (HOLT/) HOLTZMAN D A. 
PA (MCCA/) MCCARTHY S A. 
PA (WRIG/) WRIGHTON N. 
PA (MACK/) MACKAY C R. 
PA (GOOD/) GOODEARL ADJ. 

Query Match 55.0%; Score 1727.6; DB 8; Length 3046; 

Best Local Similarity 76.0%; Pred. No. 0; 
RESULT 76 

ID ADQ10422 standard; cDNA; 3046 BP. 
DE Human polynucleotide #81. 
PN US2004121396-A1. 
PD 24-JUN-2004. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 55.0%; Score 1727.6; DB 12; Length 3046; 

Best Local Similarity 76.0%; Pred. No. 0; 
RESULT 77 

ID ADQ98291 standard; cDNA; 3046 BP. 
DE Murine polynucleotide #3. 
PN US6764677-B1. 
PD 20-JUL-2004. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 55.0%; Score 1727.6; DB 12; Length 3046; 

Best Local Similarity 76.0%; Pred. No. 0; 
RESULT 78 

ID ADQ98297 standard; cDNA; 3046 BP. 
DE Murine polynucleotide #6. 
PN US6764677-B1. 
PD 20-JUL-2004. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 55.0%; Score 1727.6; DB 12; Length 3046; 

Best Local Similarity 76.0%; Pred. No. 0; 
RESULT 79 

ID AAK53434 standard; cDNA; 1901 BP. 

DE Human polynucleotide SEQ ID NO 3953. 

PN WO200157190-A2. 

PD 09-AUG-2001. 

PA (HYSE-) HYSEQ INC. 

Query Match 54.6%; Score 1714.8; DB 4; Length 1901; 

Best Local Similarity 98.5%; Pred. No. 0; 
RESULT 80 

ID ADL13501 standard; DNA; 167932 BP. 

DE Osteoarthritis-associated polymorphic nucleotide #33. 
PN WO2003054166-A2. 
PD 03-JUL-2003. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 42.6%; Score 1340; DB 10; Length 167932; 

Best Local Similarity 100.0%; Pred. No. 0; 
RESULT 81 

ID ABK94920 standard; cDNA; 1674 BP. 

DE Human novel polynucleotide #31. 

PN WO200244340-A2. 

PD 06-JUN-2002. 

PA (HYSE-) HYSEQ INC. 

Query Match 32.3%; Score 1015.8; DB 6; Length 1674; 

Best Local Similarity 99.3%; Pred. No. l.le-259; 
RESULT 82 
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SEQ ID NO:1710. 



ID ABS54021 standard; cDNA; 1730 BP. 

DE cDNA encoding semaphorin protein B28.71 

PN CN1342663-A. 

PD 03-APR-2002. 

PA (BODE-) BODE GENE DEV CO LTD SHANGHAI. 
Query Match 29.5%; Score 925, 

Best Local Similarity 99.3%; Pred. No. 

RESULT 83 

ID AAH04875 standard; cDNA; 775 BP. 
Human cDNA clone (5 1 -primer) 
EP1074617-A2. 
07-FEB-2001. 
(HELI-) HELIX RES INST. 
Query Match 22.2%; Score 696. 

Best Local Similarity 96.9%; Pred. No. 
RESULT 84 

ID ACH92749 standard; DNA; 576 BP. 

Human genome derived single exon probe 
US2003194704-A1. 
16-OCT-2003. 
(PENN/) PENN S G. 
(RANK/) RANK D R. 
(HANZ/) HANZEL D K. 
Query Match 18.3%; Score 576; 

Best Local Similarity 100.0%; Pred. No. 
RESULT 85 

ID ADD67569 standard; cDNA; 551 BP. 

Human Ly667S partial cDNA SEQ ID NO: 46. 
WO2003062401-A2. 
31-JUL-2003. 
(CORI-) CORIXA CORP. 
Query Match 17.5%; Score 551; 

Best Local Similarity 100.0%; Pred. No. 
RESULT 8 6 

ID ACH79049 standard; DNA; 515 BP. 

Human genome derived single exon probe 
US2003194704-A1. 
16-OCT-2003. 
(PENN/) PENN S G. 
(RANK/) RANK D R. 
(HANZ/) HANZEL D K. 
Query Match 16.4%; Score 515; 

Best Local Similarity 100.0%; Pred. No. 
RESULT 87 

ID AAH10375 standard; cDNA; 567 BP. 

Human cDNA clone (3' -primer) SEQ ID NO: 
EP1074617-A2. 
07-FEB-2001. 
(HELI-) HELIX RES INST. 
Query Match 15.8%; Score 498; 

Best Local Similarity 95.7%; Pred. No. 
RESULT 88 

ID ADI28054 standard; cDNA; 1223 BP. 
ECMCAD gene clone 1672338CB1. 
WO200202634-A2. 
10-JAN-2002. 

(INCY-) INCYTE GENOMICS INC. 



8; DB 6; Length 1730; 
le-235; 



6; DB 4; Length 775; 
8.7e-175; 



#25944. 



DB 12; Length 57 6; 
le-142; 



DB 10; Length 551; 
4.7e-136; 



#12244. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DB 12; Length 515; 
1.8e-126; 



7210. 



DB 4; Length 567; 
6.4e-122; 



494; 
No. 



DB 6; Length 1223; 
l.le-120; 



113. 



470; 
No. ; 



DB 6; Length 988; 
,5e-114; 



DB 4; 
5e-76; 



Length 2405; 



2; DB 4; 
4.6e-70; 



Length 408; 



Query Match 15.7%; Score 

Best Local Similarity 100.0%; Pred. 
RESULT 89 

ID ABQ72561 standard; cDNA; 988 BP. 
DE Human MDDT encoding cDNA SEQ ID NO 
PN WO200240715-A2. 
PD 23-MAY-2002. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 15.0%; Score 

Best Local Similarity 99.8%; Pred. 
RESULT 90 

ID AAH15658 standard; cDNA; 2405 BP. 
DE Human cDNA sequence SEQ ID NO: 14006. 
PN EP1074617-A2. 
PD 07-FEB-2001. 
PA (HELI-) HELIX RES INST. 

Query Match 10.4%; Score 327; 

Best Local Similarity 100.0%; Pred. No. 
RESULT 91 

ID AAI84263 standard; cDNA; 408 BP. 
DE Human polynucleotide SEQ ID NO 4323. 
PN WO200164835-A2. 
PD 07-SEP-2001. 
PA (HYSE-) HYSEQ INC. 

Query Match 9.6%; Score 303. 

Best Local Similarity 97.5%; Pred. No. 
RESULT 92 

ID ABN83984 standard; DNA; 3766 BP. 
DE Human gene sequence #31. 
PN WO200252005-A1. 
PD 04-JUL-2002. 

PA (KAZU-) KAZUSA DNA RES INST FOUND. 
PA (CELE-) CELESTAR LEXICO-SCI LTD. 

Query Match 8.4%; Score 263. 

Best Local Similarity 50.7%; Pred. No. 
RESULT 93 

ID ABV77918 standard; DNA; 3766 BP. 
DE Hypoxia-induced protein coding sequence #32. 
PN WO200246465-A2. 
PD 13-JUN-2002. 

PA (OXFO-) OXFORD BIOMEDICA UK LTD. 

Query Match 8.4%; Score 263.6; DB 6; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 94 

ID ACC51059 standard; cDNA; 3766 BP. 

DE Human bladder cancer associated cDNA sequence SEQ ID NO: 205. 
PN WO2003003906-A2. 
PD 16-JAN-2003. 

PA (EOSB-) EOS BIOTECHNOLOGY INC. 

Query Match 8.4%; Score 263.6; DB 8; Length 3766; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 95 

ID ABX76369 standard; DNA; 3766 BP. 

DE Lung cancer-associated polynucleotide #233. 

PN WO200286443-A2. 

PD 31-OCT-2002. 

PA (EOSB-) EOS BIOTECHNOLOGY INC. 



6; DB 
5e-59; 



6; Length 3766; 



Length 3766; 



Query Match 8.4%; Score 263.6; DB 8; Length 3766; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 96 

ID ADN38874 standard; cDNA; 3766 BP. 

DE Cancer/angiogenesis/fibrosis-related nucleic acid, SEQ ID NO: 192. 
PN WO2003042661-A2 . 
PD 22-MAY-2003. 

PA (EOSB-) EOS BIOTECHNOLOGY INC. 

Query Match 8.4%; Score 263.6; DB 11; Length 3766; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 97 

ID ADN39676 standard; cDNA; 3766 BP. 

DE Cancer/angiogenesis/fibrosis-related nucleic acid, SEQ ID NO:C48. 
PN WO2003042661-A2 . 
PD 22-MAY-2003. 

PA (EOSB-) EOS BIOTECHNOLOGY INC. 

Query Match 8.4%; Score 263.6; DB 11; Length 3766; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 98 

ID AAA37092 standard; cDNA; 3781 BP. 

DE Human PRO1480 (UNQ749) cDNA sequence SEQ ID NO: 252. 

PN WO200012708-A2. 

PD 09-MAR-2000. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 3; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 99 

ID AAF54381 standard; DNA; 3781 BP. 

DE Primer #75 used in the identification of proteins. 

PN WO200078961-A1. 

PD 28-DEC-2000. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 4; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 100 

ID AAS46151 standard; cDNA; 37 81 BP. 

DE Human DNA encoding PRO polypeptide sequence #227. 

PN WO200168848-A2. 

PD 20-SEP-2001. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 4; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 101 

ID ACA89601 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003036141-A1. 

PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 102 

ID ACA73611 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003036146-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 



RESULT 103 

ID ACA05926 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 

PN US2003036162-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 104 

ID ACA66760 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO protein #227. 

PN US2003036137-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 105 

ID ACF20335 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003040063-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 106 

ID ACF19721 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003040064-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 107 

ID ACD22009 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003027267-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 108 

ID ACF13174 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003036160-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 109 

ID ACD25277 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003044925-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 110 

ID ACF00326 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003054474-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 



Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 111 

ID ACA72383 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003032114-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 112 

ID ACD04907 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO148 0 cDNA. 
PN US2003032101-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 2 63.6; DB 8; Length 37 81; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 113 

ID ACC49493 standard; cDNA; 3781 BP. 

DE Tumour-associated antigenic target protein TAT207 cDNA SEQ ID NO:l. 

PN WO2003024392-A2. 

PD 27-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 114 

ID ACD18368 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003036124-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 115 

ID ACD08375 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003040054-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 116 

ID ACA88809 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003036133-A1 . 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 117 

ID ACA70251 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003036134-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 118 

ID ACD12473 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003022294-A1. 
PD 30-JAN-2003. 



Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 119 

ID ACC74388 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR01480-encoding cDNA, SEQ ID NO: 453. 
PN US2003027275-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 120 

ID ACD16016 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003027324-A1 . 
PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 121 

ID ACD25584 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO148 0 cDNA. 

PN US2003036118-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 122 

ID ACD18061 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003036123-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 123 

ID ACC88348 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003036148-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 124 

ID ACD21702 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003040060-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 125 

ID ACD18769 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003044916-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 126 

ID ABX98379 standard; cDNA; 3781 BP. 

DE Human cDNA encoding a secreted/transmembrane protein, SEQ ID 453. 
PN US2003036156-A1 . 
PD 20-FEB-2003. 



8.4%; 
50.7%; 



Score 263, 
Pred. No. 



6; DB 8; 
5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



8.4%; 
50.7%; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



8.4%; 
50.7%; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 37 81; 



Query Match 
Best Local Similarity 
RESULT 127 

ID ACD14130 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003032117-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 128 

ID ACD09910 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003036128-A1. 
PD 20-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 129 

ID ACC88655 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR01480-encoding cDNA, SEQ ID NO: 453. 
PN US2003027266-A1 . 
PD 06-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 130 

ID ACD21395 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003054483-A1. 
PD 2 0-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 131 

ID ABX75767 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein, PRO1480. 
PN US2003022298-A1. 
PD 30-JAN-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 132 

ID ABX97970 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003032102-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 133 

ID ACA97446 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003036117-A1. 
PD 20-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 134 

ID ACA57909 standard; 
DE Human PRO1480 cDNA. 
PN US2003036143-A1. 
PD 20-FEB-2003. 



Length 3781; 



Length 37 81; 



8.4%; 
50.7%; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



cDNA; 3781 BP. 



Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 
RESULT 135 

ID ACD14437 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2003032130-A1. 

PD 13-FEB-2003. 

Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 

RESULT 136 

ID ACC91220 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480 

PN US2003032138-A1. 

PD 13-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 

RESULT 137 

ID ACC88962 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480 

PN US2003036132-A1 . 

PD 20-FEB-2003. 

Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 

RESULT 138 

ID ACD07159 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2003008353-A1 . 

PD 09-JAN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 

RESULT 139 

ID ACA67610 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2003017542-A1. 

PD 23-JAN-2003. 

Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 

RESULT 140 

ID ACC81665 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480 

PN US2003032137-A1. 

PD 13-FEB-2003. 

Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 

RESULT 141 

ID ACC89269 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480 

PN US2003027269-A1 . 

PD 06-FEB-2003. 

Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 

RESULT 142 

ID ACC86625 standard; cDNA; 3781 BP. 
DE Human secreted polypeptide PRO1480 
PN US2003027268-A1 . 



263.6; DB 8; 
No. 5e-59; 



Length 3781; 



263.6; DB 8; 
No. 5e-59; 



Length 3781; 



•encoding cDNA, SEQ ID NO: 453. 



263.6; DB 8; 
No. 5e-59; 



Length 3781; 



-encoding cDNA, SEQ ID NO: 453. 

263.6; DB 8; Length 3781; 
No. 5e-59; 



263.6; DB 8; 
No. 5e-59; 



Length 3781; 



263.6; DB 8; 
No. 5e-59; 



Length 3781; 



-encoding cDNA, SEQ ID NO: 453. 

263.6; DB 8; Length 3781; 
No. 5e-59; 

-encoding cDNA, SEQ ID NO: 453. 

263.6; DB 8; Length 3781; 
No. 5e-59; 

-encoding cDNA, SEQ ID NO: 453. 



PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 143 

ID ACC89883 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003027274-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 144 

ID ACC93062 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003032135-A1. 

PD 13-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 145 

ID ACA72690 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003022295-A1 . 
PD 30-JAN-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 146 

ID ACA89208 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003022297-A1 . 
PD 30-JAN-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 147 

ID ACA69944 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032105-A1 . 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 14 8 

ID ACA97087 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003032123-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 14 9 

ID ACA91083 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003032108-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 150 

ID ACA70865 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032111-A1. 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



PD 13-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 151 

ID ACA95375 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003032119-A1. 

PD 13-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Score 263.6; DB 8; Length 3781; 



Pred. No. 5e-59; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 152 

ID ACC86318 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003027263-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 153 

ID ACC90190 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR01480-encoding cDNA, 
PN US2003027271-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 154 

ID ACD12798 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 
PN US2003036125-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 155 

ID ACF20028 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003040068-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 156 

ID ABX76972 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003027280-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 157 

ID ACA73304 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO14 80 cDNA. 
PN US2003022300-A1 . 
PD 30-JAN-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 158 

ID ACA68847 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO14 80 cDNA. 
PN US2003036136-A1. 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 159 

ID ACA74691 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003036138-A1. 

PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 160 

ID ACA70558 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032109-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 161 

ID ACD14744 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003040066-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 162 

ID ACA68416 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO14 80 cDNA. 
PN US2003032104-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 163 

ID ABX98881 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003036157-A1 . 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 164 

ID ACC81358 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003032120-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 165 

ID ACA95682 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003036155-A1 . 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 166 

ID ACD04600 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003022296-A1. 
PD 30-JAN-2003. 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; Length 3781; 
Pred. No. 5e-59; 



Score 263.6; DB 8; Length 3781; 
Pred. No. 5e-59; 



Length 3781; 



Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 167 

ID ACC88041 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003027281-A1. 

PD 06-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 168 

ID ACF12703 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003040058-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 169 

ID ACA96418 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003017540-A1. 
PD 23-JAN-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

. Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 170 

ID ACA65192 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003032106-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 171 

ID ACA73918 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032129-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 172 

ID ACA74330 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003032131-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 173 

ID ACA96725 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003032103-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 174 

ID ACD10831 standard; cDNA; 3781 BP. 
DE cDNA encoding human PRO polypeptide #227 
PN US2003032107-A1. 
PD 13-FEB-2003. 



Score 263.6; DB 8; Length 3781; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 175 

ID ACC91527 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PROl480-encoding cDNA, 
PN US2003032139-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 176 

ID ACD02862 standard; cDNA; 3781 BP. 
DE cDNA encoding human PRO polypeptide #227. 
PN US2003022301-A1. 
PD 30-JAN-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 177 

ID ACC87427 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003036165-A1. 
PD 20-FEB-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 178 

ID ACC86011 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003027262-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; 

Best Local Similarity 50.7%; Pred. 
RESULT 179 

ID ACA65499 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003032110-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 180 

ID ACA94316 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003036142-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 181 

ID ACA98060 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003036145-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 182 

ID ACA91562 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003036154-A1. 
PD 20-FEB-2003. 



DB 8; 
No. 5e-59; 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



SEQ ID NO: 453. 



Length 37 81; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 183 

ID ACA90776 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003036153-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 184 

ID ACD16323 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 
PN US2003044931-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 185 

ID ACD17484 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 
PN US2003036150-A1 . 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 186 

ID ACC92141 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003040069-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 187 

ID ACA74998 standard; cDNA; 3781 BP. 
DE cDNA encoding human PRO polypeptide #227. 
PN US2003022293-A1 . 
PD 30-JAN-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 188 

ID ACA91869 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 
PN US2003032128-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 189 

ID ACA71513 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032116-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 190 

ID ACC90913 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003032122-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; 



Length 3781; 



Score 263.6; DB 8; Length 3781; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 191 

ID ACA65923 standard; cDNA; 3781 BP. 
DE cDNA encoding human PRO protein #227. 
PN US2003036139-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 8; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 192 

ID ACA95068 standard; cDNA; 3781 BP. 
DE cDNA encoding human PRO polypeptide #227. 
PN US2003017541-A1. 
PD 23-JAN-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 193 

ID ACD16630 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003017543-A1. 
PD 23-JAN-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 194 

ID ACD15709 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227 
PN US2003036152-A1 . 
PD 20-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 195 

ID ABX16812 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein #227. 

PN US2002127584-A1. 

PD 12-SEP-2002. 

PA (GETH ) GENENTECH INC. 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 8; 
Pred. No. 5e-59; 



Length 3781; 



8.4%; 
50.7%; 



Score 263.6; DB 8; Length 3781; 



Pred. No. 5e-59; 



8.4%; 
50.7%; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



Query Match 
Best Local Similarity 
RESULT 196 

ID ACA97753 standard; cDNA; 3781 BP 
DE Human PRO polynucleotide #227. 
PN US2003032115-A1 . 
PD 13-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 197 

ID ACA99202 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003032140-A1. 

PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 198 

ID ACC91834 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR01480-encoding cDNA, SEQ ID NO: 4 

PN US2003040076-A1 . 

PD 27-FEB-2003. 

PA (GETH ) GENENTECH INC. 



53. 



8.4%; 
50.7%; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



DE 
PN 
PD 
PA 



Query Match 
Best Local Similarity 
RESULT 199 

ID ACD11245 standard; cDNA; 3781 BP. 

Novel human secreted and transmembrane protein PRO14 80 cDNA. 
US2003008352-A1. 
09-JAN-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 200 

ID ACD15095 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003044922-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 201 

ID ACD11859 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032118-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 202 

ID ACC95988 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR014 80-encoding cDNA, 
PN US2003036135-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 203 

ID ACF16551 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR014 80-encoding cDNA, 
US2003054455-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 204 

ID ACF02669 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR014 8 0-encoding cDNA, 
US2003049741-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 205 

ID ACF02976 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR01480-encoding cDNA, 
US2003049743-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 206 

ID ACF21563 standard; cDNA; 3781 BP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



SEQ ID NO: 453, 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003049769-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 207 

ID ACF10247 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003068743-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Score 263.6; DB 9; Length 3781; 



Length 3781; 



SEQ ID NO: 453. 



Pred. No. 5e-59; 



Score 2 63.6; DB 9; 
Pred. No. 5e-59; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 208 

ID ACF78140 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA 
US2003054479-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 209 

ID ACD46845 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227, 
US2003068685-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 210 

ID ACD49608 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227, 
US2003068725-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 211 

ID ACF28375 standard; cDNA; 37 81 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003068752-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 212 

ID ACD89065 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068682-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 213 

ID ACD84460 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



SEQ ID NO: 453. 



Length 3781; 



Length 3781; 



Score 263. 6; . DB 9; 
Pred. No. 5e-59; 



Length 3781; 



NO:453. 



3781; 



Length 3781; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



PN US2003068701-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 214 

ID ACD99234 standard; cDNA; 3781 BP. 

cDNA encoding human PRO polypeptide #227. 
US2003068755-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 215 

ID ADA78205 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227 
US2003073180-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 216 

ID ACF48976 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003104539-A1. 
PD 05-JUN-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 217 

ID ACD09296 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003036131-A1. 

PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 218 

ID ACF12089 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
PN US200304 0075-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 219 

ID ACF41323 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003054459-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 220 

ID ACF15937 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003044930-A1. 

PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



3781; 



NO:453. 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



NO:453. 



3781; 



NO:453. 



3781; 



RESULT 221 

ID ACF16244 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003040071-A1. 

PD 27-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 222 

ID ACD32071 standard; cDNA; 3781 BP. 

Human secreted/ transmembrane protein (PRO) cDNA #227. 
US2003054471-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 223 

ID ACF18879 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
US2003064452-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 224 

ID ACF09326 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
US2003068705-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 225 

ID ACF78447 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
US2003054473-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 226 

ID ACF52046 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003064440-A1. 
PD 03-APR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 227 

ID ACF26533 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068704-A1 . 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 228 

ID ACF24326 standard; cDNA; 3781 BP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068722-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 229 

ID ACF63637 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003073183-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 230 

ID ACF50511 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO14 80-encoding cDNA, SEQ ID NO: 453. 

PN US2003104549-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 231 

ID ACH07982 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049749-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 37 81; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 232 

ID ACF13788 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003064462-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 233 

ID ACD41714 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003065159-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 234 

ID ACF32127 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003064447-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 37 81; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 235 

ID ACF23405 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 



PN US2003073184-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 236 

ID ACF40095 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR014 80-encoding cDNA, SEQ ID 
US2003064463-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 237 

ID ACD45617 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227. 
US2003064451-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 238 

ID ACF53274 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003068721-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 239 

ID ACF27454 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO148 0-encoding cDNA, 
US2003068699-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 24 0 

ID ACF45292 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003068707-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 241 

ID ACF29910 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003073175-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 242 

ID ACD89986 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227 
PN US2003068695-A1. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



3781; 



NO:453. 



3781; 



DE 
PN 
PD 
PA 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 243 

ID ACD84767 standard; cDNA; 3781 BP 

DE Human PRO polynucleotide #227. 

PN US2003068703-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 



Score 263.6; DB 9; Length 3781; 
Pred. No. 5e-59; 



Score 263.6; DB 9; Length 3781; 



Pred. No. 5e-59; 



Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 244 

ID ACD98927 standard; cDNA; 3781 BP. 
DE cDNA encoding human PRO polypeptide #227. 
PN US2003068732-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 245 

ID ACF77219 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR014 80-encoding cDNA, 

PN US2003082717-A1. 

PD 01-MAY-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 246 

ID ACF76912 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003104548-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 247 

ID ACF49897 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
PN US2003104542-A1. 
PD 05-JUN-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 248 

ID ACF50204 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO148 0-encoding cDNA, SEQ ID 
PN US2003104543-A1. 
PD 05-JUN-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 249 

ID ACD09603 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003036127-A1. 

PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 250 



Length 3781; 



SEQ ID NO: 453. 



3781; 



NO:453. 



3781; 



NO:453. 



Length 3781; 



NO:453. 



Score 263.6; DB 9; Length 3781; 
Pred. No. 5e-59; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



3781; 



ID ACD08682 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 
PN US2003040061-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 251 

ID ACF12396 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003036130-A1 . 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 252 

ID ACC94904 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003054468-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 253 

ID ACD22623 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003054470-A1 . 

PD 20-MAR-2 003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 254 

ID ACF15323 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO148 0-encoding cDNA, SEQ ID NO: 453. 
PN US2003044917-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 2 63.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 255 

ID ACC97418 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003044929-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 256 

ID ACC92448 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003059880-A1. 

PD 27-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 37 81; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 257 

ID ACF14095 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003064465-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 258 

ID ACF14402 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003054478-A1. 
PD 20-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 259 

ID ACF09633 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003068718-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 260 

ID ACD68420 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003073130-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 261 

ID ACD45924 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 

PN US2003064454-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 2 62 

ID ACD48073 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003064461-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 263 

ID ACD67804 standard; cDNA; 3781 BP. 
DE cDNA encoding human PRO polypeptide #227. 
PN US2003068724-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 264 

ID ACF25612 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068727-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 



Length 3781; 



Length 3781; 



Query Match 



8.4%; Score 263.6; DB 9; Length 3781; 



NO:453. 



Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 265 

ID ACF29296 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
PN US2003068772-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 266 

ID ACD85074 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068714-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 267 

ID ACD84153 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2003068758-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Score 263.6; DB 9; Length 3781; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



Pred. No. 5e-59; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 268 

ID ACD88144 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227. 
US2003068776-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 269 

ID ACF30831 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
US2003069407-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 270 

ID ACF32434 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
US2003104555-A1. 
05-JUN-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 271 

ID ACH12094 standard; cDNA; 3781 BP. 

cDNA encoding human PRO polypeptide #227. 
US2003049768-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



Length 3781; 



DE 
PN 
PD 
PA 



Length 3781; 



8.4%; 
50.7%; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



RESULT 272 

ID ACH12401 standard; cDNA; 3781 BP. 

cDNA encoding human PRO polypeptide #227. 
US2003049771-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 273 

ID ACD40793 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227 
PN US2003032134-A1. 
PD 13-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 274 

ID ACF18265 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA 
US2003054481-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 275 

ID ACF08712 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR01480-encoding cDNA, SEQ ID 
US2003049778-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 276 

ID ACF31513 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003049782-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 277 

ID ACF52353 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003054476-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 278 

ID ACD50222 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) 
US2003068733-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 279 

ID ACF38925 standard; cDNA; 3781 BP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



NO:453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



cDNA #227. 



Length 3781; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



DE Human secreted polypeptide PR01480-encoding cDNA, 
PN US2003068692-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 280 

ID ACF26840 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003068709-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 281 

ID ACF24940 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR01480-encoding cDNA, 
PN US2003068716-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 282 

ID ACF46520 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO14 80-encoding cDNA, 
US2003068740-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 2 83 

ID ACF28068 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR01480-encoding cDNA, 
US2003068751-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 284 

ID ACD89372 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003068684-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 285 

ID ACF63944 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003073179-A1. 
PD 17-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 286 

ID ACF60584 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
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SEQ ID NO:453. 
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SEQ ID NO:453. 



Length 3781; 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453, 



PN US2003087374-A1. 
PD 08-MAY-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 287 

ID ACH12708 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003049773-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e~59; 
RESULT 288 

ID ACH10131 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049777-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 289 

ID ACD0398 6 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003040055-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 290 

ID ACD10524 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003036164-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 291 

ID ACD12166 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003040074-A1 . 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 292 

ID ACF42551 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003054480-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 293 

ID ACF18572 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003059885-A1. 

PD 27-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



RESULT 294 

ID ACF02362 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003049740-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 295 

ID ACF21870 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO14 80-encoding cDNA, 
US2003049770-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 296 

ID ACF10554 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO148 0-encoding cDNA, 
PN US2003073169-A1. 
PD 17-APR-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 297 

ID ACF34006 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003064457-A1. 
PD 03-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 298 

ID ACF44968 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003068711-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 299 

ID ACD90600 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049745-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 300 

ID ACD91213 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049751-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 301 

ID ACF30524 standard; cDNA; 3781 BP. 
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3781; 



Length 3781; 



DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003067478-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 302 

ID ACD87223 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 

PN US2003068773-A1 . 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 303 

ID ACF60277 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003073185-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 304 

ID ACF46827 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003087373-A1. 
PD 08-MAY-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 305 

ID ACF75684 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003096353-A1 . 
PD 22-MAY-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 306 

ID ADA79997 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003073173-A1. 
PD 17-APR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 307 

ID ACF17344 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003054458-A1. 
PD 20-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 308 

ID ACF23098 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003059886-A1 . 

PD 27-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 



Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 309 

ID ACF08098 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003049758-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 310 

ID ACF08405 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003049772-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 311 

ID ACF40709 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003064448-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 312 

ID ACF53888 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003064456-A1. 
PD 03-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 313 

ID ACD47152 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 

PN US2003068693-A1 . 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 314 

ID ACF48055 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO148 0-encoding cDNA, SEQ ID 
PN US2003068735-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 315 

ID ACF47441 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480~encoding cDNA, 
PN US2003068753-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
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Score 263.6; DB 9; 
Pred. No. 5e-59; 



RESULT 316 

ID ACF46213 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003068742-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 317 

ID ACD86302 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068756-A1 . 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 318 

ID ACF52660 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO14 80-encoding cDNA, 
PN US2003082715-A1. 
PD 01-MAY-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 319 

ID ACF52967 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003082716-A1. 
PD 01-MAY-2003. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 320 

ID ACF64960 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO14 80-encoding cDNA, 
US2003068737-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 2 63.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 321 

ID ACF76605 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003104547-A1. 
05-JUN-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 322 

ID ACF61505 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR01480-encoding cDNA, 
US2003096359-A1. 
22-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 323 

ID ACF61812 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
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PN US2003100061-A1. 

PD 29-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 324 

ID ACD30843 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032125-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 325 

ID ACD31764 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003054454-A1. 
PD 20-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 326 

ID ACD32685 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003054477-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 327 

ID ACF17651 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003054460-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 328 

ID ACF07484 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003049753-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 329 

ID ACF20642 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003049763-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 330 

ID ACF20949 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003073172-A1. 
PD 17-APR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 



Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 331 

ID ACF21256 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003073172-A1. 
PD 17-APR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 332 

ID ACD47766 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 

PN US2003068700-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 333 

ID ACF47748 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR01480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068736-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 334 

ID ACF53581 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068679-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 335 

ID ACD86916 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068767-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 336 

ID ACH05164 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003073182-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 337 

ID ACF44661 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003104557-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 338 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



ID ADA81724 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003092121-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 339 

ID ACD22316 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003027276-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 34 0 

ID ACD24663 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003044920-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 341 

ID ACD39866 standard; cDNA; 3781 BP. 
DE cDNA encoding human PRO polypeptide #227. 
PN US2003027265-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 342 

ID ACD40173 standard; cDNA; 3781 BP. 

cDNA encoding human PRO polypeptide #227. 
US2003054461-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 343 

ID ACF13481 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO14 80-encoding cDNA, 
US2003064446-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 344 

ID ACF03283 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
US2003049744-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 345 

ID ACF78754 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
PN US2003049783-A1. 
PD 13-MAR-2003. 
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Score 263.6; DB 9; 
Pred. No. 5e-59; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



PA (GETH ) GENENTECH INC. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 346 

ID ACF11475 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003073171-A1. 
PD 17-APR-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 347 

ID ACF50818 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003032121-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 34 8 

ID ACF34313 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003064458-A1. 
PD 03-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 349 

ID ACD46538 standard; cDNA; 3781 BP. 

Human secreted/ transmembrane protein (PRO) cDNA #227. 
US2003064460-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 350 

ID ACD48380 standard; cDNA; 3781 BP. 

Human secreted/ transmembrane protein (PRO) cDNA #227. 
US2003064464-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 351 

ID ACF27761 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003068702-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 352 

ID ACF24633 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003068734-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
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SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



3781; 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



RESULT 353 

ID ACD85688 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068719-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 354 

ID ACD90293 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068729-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 355 

ID ACD83846 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2003068738-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 356 

ID ACF49283 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003104540-A1. 
PD 05-JUN-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 357 

ID ACH07368 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049742-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 358 

ID ACH07675 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049747-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 359 

ID ACH08289 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049750-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 360 

ID ACH11480 standard; cDNA; 3781 BP. 



Length 3781; 



Length 3781; 



DE cDNA encoding human PRO polypeptide #227. 
PN US2003049766-A1. 
PD 13-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 361 

ID ACH11787 standard; cDNA; 3781 BP. 
DE cDNA encoding human PRO polypeptide #227. 
PN US2003049767-A1. 
PD 13-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 362 

ID ACH10438 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049779-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 363 

ID ACF01441 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
PN US2003040059-A1. 
PD 27-FEB-2003. 

Query Match 

Best Local Similarity 
RESULT 364 

ID ACF41016 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003040078-A1 . 

PD 27-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 365 

ID ACD24356 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003044918-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 366 

ID ACD31457 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227 
PN US2003032132-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 367 

ID ACF17958 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003054462-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 



3781; 



NO:453. 



8.4%; Score 263.6; DB 9; Length 3781; 
50.7%; Pred. No. 5e-59; 



NO:453. 



3781; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



NO:453. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 
RESULT 368 

ID ACF32741 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480- 
US2003064445-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 
RESULT 369 

ID ACF40402 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480 
US2003064449-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 
RESULT 370 

ID ACF48362 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480- 

PN US2003064441-A1. 

PD 03-APR-2003. 

Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 

RESULT 371 

ID ACF38311 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480 
US2003068696-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 
RESULT 372 

ID ACF25247 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480 
US2003068712-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 
RESULT 373 

ID ACF27147 standard; cDNA; 3781 BP 

Human secreted polypeptide PRO1480 
US2003068730-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 
RESULT 374 

ID ACF29603 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480 

PN US2003073174-A1. 

PD 17-APR-2003. 

Query Match 8.4%; Score 

Best Local Similarity 50.7%; Pred. 

RESULT 375 



263.6; DB 9; 
No. 5e-59; 



Length 3781; 



encoding cDNA, SEQ ID NO: 453. 



263.6; DB 9; 
No. 5e-59; 



Length 3781; 



-encoding cDNA, SEQ ID NO: 453. 



263.6; DB 9; 
No. 5e-59; 



Length 3781; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



•encoding cDNA, SEQ ID NO: 453. 

263.6; DB 9; Length 3781; 
No. 5e-59; 

-encoding cDNA, SEQ ID NO: 453. 



263.6; DB 9; 
No. 5e-59; 



Length 3781; 



•encoding cDNA, SEQ ID NO: 453. 



263.6; DB 9; 
No. 5e-59; 



Length 3781; 



-encoding cDNA, SEQ ID NO: 453. 



263.6; DB 9; 
No. 5e-59; 



Length 3781; 



-encoding cDNA, SEQ ID NO: 453. 

263.6; DB 9; Length 3781; 
No. 5e-59; 



ID ACD87837 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227 
PN US2003068775-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 376 

ID ACF76298 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003104545-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 377 

ID ACF49590 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO14 80-encoding cDNA, SEQ ID 

PN US2003104541-A1. 

PD 05-JUN-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 378 

ID ACF44047 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR01480-encoding cDNA, SEQ ID 
US2003104554-A1. 
05-JUN-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 379 

ID ACH06392 standard; cDNA; 3781 BP. 

cDNA encoding human PRO polypeptide #227. 
US2003049762-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 380 

ID ACH06699 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003049765-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 381 

ID ADA83522 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049752-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 382 

ID ACC92755 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO14 80-encoding cDNA, SEQ ID 



Length 3781; 



NO:453. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



3781; 



NO:453. 



3781; 



NO:453. 



3781; 



3781; 



3781; 



3781; 



NO:453. 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



PN US2003032133-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 383 

ID ACC93369 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
PN US2003032136-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 384 

ID ACF19414 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003036129-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 385 

ID ACD13105 standard; cDNA; 3781 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #227. 

PN US2003040053-A1 . 

PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 386 

ID ACF06563 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003040057-A1. 

PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 387 

ID ACC94597 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
PN US2003054467-A1. 
PD 20-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 388 

ID ACC98025 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003044932-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 389 

ID ACC94290 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003027270-A1. 

PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 390 

ID ACF42244 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 



Length 3781; 



NO:453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



3781; 



NO:453. 



3781; 



NO:453, 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



NO:453. 



3781; 



NO: 453. 



PN US2003054469-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 391 

ID ACD31150 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032126-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 392 

ID ACD43179 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003054463-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 393 

ID ACD43486 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003054466-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 394 

ID ACF15016 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003059879-A1. 

PD 27-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 395 

ID ACF01748 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003049738-A1. 
PD 13-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e~59; 
RESULT 396 

ID ACF31820 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003064469-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 397 

ID ACD67497 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003064453-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 398 

ID ACD48687 standard; cDNA; 3781 BP. 

Human secreted/ transmembrane protein (PRO) cDNA #227. 
US2003064466-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 399 

ID ACD48994 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227. 
US2003064468-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 400 

ID ACF51432 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO14 8 0-encoding cDNA, 
US2003068760-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 401 

ID ACF54195 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO148 0-encoding cDNA, 
US2003068769-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 402 

ID ACF25919 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO14 8 0-encoding cDNA, 
US2003045700-A1. 
06-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 03 

ID ACF39232 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO14 8 0-encoding cDNA, SEQ ID 

PN US2003068698-A1 . 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 404 

ID ACF28989 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003068759-A1 . 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
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DE 
PN 
PD 
PA 



3781; 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



NO:453. 



Length 3781; 



NO:453. 



Query Match 



8.4%; Score 263.6; DB 9; Length 3781; 



Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 405 

ID ACD90906 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049748-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 406 

ID ACD86609 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068765-A1 . 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 407 

ID ACH05471 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003049754-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 408 

ID ACF65267 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068688-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 409 

ID ADB20565 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003082767-A1. 
PD 01-MAY-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 410 

ID ACF43740 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003104552-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 411 

ID ACH09210 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049774-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 412 



NO:453. 



Length 3781; 



ID ACH09517 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003049775-A1. 
PD 13-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 413 

ID ADA78817 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003073181-A1. 
PD 17-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 414 

ID ACF09940 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
PN US2003068720-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 415 

ID ACF51125 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
US2003068739-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 416 

ID ACF24019 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003068763-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 417 

ID ACD88451 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227. 
US2003068689-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 418 

ID ACH09824 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003049776-A1. 
PD 13-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 419 

ID ACH10745 standard; cDNA; 3781 BP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049780-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 420 

ID ACD11552 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003036126-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 421 

ID ACC96602 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003044924-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 422 

ID ACH04522 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO14 80. 

PN US2003044841-A1. 

PD 06-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 37 81; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 423 

ID ACC98632 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003044927-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 424 

ID ACF41937 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003040072-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 425 

ID ACF16858 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003040073-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 426 

ID ACD32378 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003054475-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



RESULT 427 

ID ACD30536 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032124-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 428 

ID ACD41407 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003064467-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 429 

ID ACF07791 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
US2003049759-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 430 

ID ACF31206 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
US2003064455-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 431 

ID ACF77526 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003054465-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 432 

ID ACF11168 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
PN US2003073170-A1. 
PD 17-APR-2003. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 433 

ID ACF33048 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003073176-A1. 
PD 17-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 34 

ID ACF26226 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



3781; 



NO:453. 



3781; 



NO:453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



NO:453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453, 



Score 263.6; DB 9; Length 3781; 
Pred. No. 5e-59; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



PN US2003068717-A1. 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 435 

ID ACD83539 standard; cDNA; 3781 BP 
Human PRO polynucleotide #227. 
US2003068728-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; 
Best Local Similarity 50.7%; 
RESULT 436 

ID ACF23712 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003068764-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 437 

ID ACF43126 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003104550-A1. 
05-JUN-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 438 

ID ACF43433 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
US2003104551-A1. 
05-JUN-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 439 

ID ACH06085 standard; cDNA; 3781 BP. 

cDNA encoding human PRO polypeptide #227. 
US2003049761-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 44 0 

ID ACH08903 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227 
US2003049757-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 441 

ID ACC90497 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003027273-A1. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



NO:453. 



Length 3781; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



Length 3781; 



SEQ ID NO:453. 



8.4%; 
50.7%; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



8.4%; 
50.7%; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



PD 06-FEB-2003. 

Query Match 

Best Local Similarity 
RESULT 442 

ID ACF10861 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003036119-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 443 

ID ACC93676 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003036120-A1 . 
PD 20-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 444 

ID ACC96295 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003036161-A1 . 
PD 20-FEB-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 445 

ID ACD24970 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003044921-A1. 
PD 06-MAR-2003. 

Query Match 

Best Local Similarity 
RESULT 446 

ID ACF02055 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003049739-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 447 

ID ACF22177 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003059882-A1. 
27-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 448 

ID ACF22791 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003059884-A1. 
PD 27-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 44 9 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



8.4%; Score 263.6; DB 9; 
50.7%; Pred. No. 5e-59; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



ID 
DE 
PN 
PD 
PA 



ACF09019 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003068687-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 50 

ID ACF33355 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR014 80-encoding cDNA, 
US2003073186-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 451 

ID ACF54809 standard; cDNA; 3781 BP. 

Human secreted polypeptide PR014 80-encoding cDNA, 
US2003064443-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 452 

ID ACF48669 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003064444-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 453 

ID ACD47459 standard; cDNA; 3781 BP. 

Human secreted/ transmembrane protein (PRO) cDNA #227. 
US2003068697-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 454 

ID ACD49301 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227. 
US2003068710-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 455 

ID ACF38004 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
US2003068686-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 456 

ID ACF30217 standard; cDNA; 3781 BP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



SEQ ID NO:453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



3781; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



NO:453. 



3781; 



DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003073178-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 457 

ID ACD87530 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068774-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 458 

ID ACF62119 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003104538-A1. 
PD 05-JUN-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 459 

ID ACH11052 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049781-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 60 

ID ACD10217 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003036158-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 61 

ID ACD16942 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003036151-A1. 

PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 462 

ID ACC99239 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO14 80-encoding cDNA, SEQ ID NO: 453. 
PN US2003040067-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 463 

ID ACF00633 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003054456-A1. 
PD 20-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



RESULT 464 

ID ACD41100 standard; cDNA; 3781 BP. 

Human secreted/transmembrane protein (PRO) cDNA #227. 
US2003054482-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 465 

ID ACF14709 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003054457-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 466 

ID ACF22484 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003059883-A1. 
27-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 467 

ID ACF79061 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453, 
US2003049764-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 68 

ID ACD68066 standard; cDNA; 3781 BP. 

Novel human secreted and transmembrane protein PRO14 80 cDNA. 
US2003073129-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 469 

ID ACF11782 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003073177-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 470 

ID ACF51739 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003064442-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 471 



Length 3781; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO:453. 



Length 3781; 



8.4%; Score 263.6; DB 9; 
50.7%; Pred. No. 5e-59; 



Length 3781; 



SEQ ID NO: 453. 



Length 3781; 



ID ACF33662 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003064450-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 472 

ID ACD49915 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068731-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 473 

ID ACF37697 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, 
PN US2003068683-A1 . 
PD 10-APR-2003. 

Query Match 

Best Local Similarity 
RESULT 474 

ID ACF28682 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR01480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068754-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 475 

ID ACD88758 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003068681-A1. 
PD 10-APR-2003. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 476 

ID ACF75377 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
US2003096351-A1. 
22-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 477 

ID ACF61198 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003096358-A1. 
22-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 478 

ID ACF44354 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003104556-A1 . 



Length 3781; 



Score 263.6; DB 9; 
Pred. No. 5e-59; 



Length 3781; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3781; 



SEQ ID NO:453, 



Length 3781; 



PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 479 

ID ACH08596 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003049756-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 80 

ID ACC93983 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003036122-A1 . 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 481 

ID ACD21088 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003036121-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 82 

ID ACF06870 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003040065-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 83 

ID ACD20781 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003044919-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 484 

ID ACD22930 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003040077-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 85 

ID ACF41630 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003044928-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 86 

ID ACF07177 standard; cDNA; 3781 BP. 



DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 

PN US2003049746-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 

RESULT 4 87 

ID ACF77833 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID 
US2003054464-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; Length 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 88 

ID ACD46231 standard; cDNA; 3781 BP. 

Human secreted/ transmembrane protein (PRO) cDNA #227. 
US2003064459-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 489 

ID ACF47134 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003068757-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 490 

ID ACF54502 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003068723-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 491 

ID ACF45906 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO1480-encoding cDNA, 
US2003068741-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 492 

ID ACF45599 standard; cDNA; 3781 BP. 

Human secreted polypeptide PRO148 0-encoding cDNA, 
US2003068744-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 8.4%; Score 263.6; DB 9; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 93 

ID ACF38618 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PR01480-encoding cDNA, 
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SEQ ID NO:453. 
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SEQ ID NO: 453. 



Length 3781; 



SEQ ID NO:453. 



PN US2003068766-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 94 

ID ACD89679 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068694-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 495 

ID ACD85381 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068715-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 496 

ID ACD85995 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003068726-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 4 97 

ID ACF75991 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003104544-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 498 

ID ACF60891 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003096357-A1. 

PD 22-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 499 

ID ACH05778 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003049760-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 37 81; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 500 

ID ADA82888 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003049755-A1. 



PD 13-MAR-2003 . 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 501 

ID ACF56037 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003068680-A1. 
PD 10-APR-2003. 

Query Match 8.4%; Score 263.6; DB 9; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 502 

ID ACF55423 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068762-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 503 

ID ADB86196 standard; cDNA; 3781 BP- 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003054472-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 504 

ID ACF56344 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068708-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 505 

ID ACF56651 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068713-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 506 

ID ACF55730 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068761-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 507 

ID ACF55116 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 

PN US2003068771-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 



Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 508 

ID ADC18121 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #71. 

PN US2003064925-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 509 

ID ADD05926 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 

PN US2003087376-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 510 

ID ADD70767 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003099625-A1. 

PD 29-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 511 

ID ADD39844 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003083462-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 512 

ID ADD70290 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO148 0. 

PN US2003054406-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 513 

ID ADD38411 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003096955-A1. 

PD 22-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 514 

ID ADD39367 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003096954-A1. 

PD 22-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 



Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 515 

ID ADD38890 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003092061-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 516 

ID ADD40321 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003082627-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 517 

ID ADE50542 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003069179-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 518 

ID ADE20154 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003092883-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 519 

ID ADE50065 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003082626-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 520 

ID ADE21623 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003082628-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 521 

ID ADF30048 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003204053-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 



RESULT 522 

ID ADF55941 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003204054-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 523 

ID ADG02921 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003207397-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 524 

ID ADG01628 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003207399-A1 . 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 525 

ID ADF95803 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003207398-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 526 

ID ADG12618 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003207392-A1. 
PD 06-NOV-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 527 

ID ADH09278 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2003207395-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 528 

ID ADH99445 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003065142-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 529 

ID ABX78754 standard; cDNA; 3781 BP. 



DE Human PRO polynucleotide #227. 
PN US2003027272-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 530 

ID ACA75726 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003032127-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 531 

ID ACA71206 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003032112-A1. 
PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 532 

ID ACC87734 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003027278-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 533 

ID ACC87120 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003036159-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 534 

ID ACD04293 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003040070-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 535 

ID ACA69624 standard; cDNA; 3781 BP. 

DE cDNA encoding human PRO polypeptide #227. 

PN US2003032113-A1. 

PD 13-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 536 

ID ACA90469 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003036147-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 537 

ID ACC89576 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 



PN US2003027264-A1. 
PD 06-FEB-2003; 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 538 

ID ACA98367 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003036144-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 539 

ID ACA94009 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003036149-A1. 
PD 20-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 54 0 

ID ACD15402 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003044923-A1. 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 541 

ID ACD08989 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003040062-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 542 

ID ACC96909 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003040056-A1. 
PD 27-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 543 

ID ACF15630 standard; cDNA; 3781 BP. 

DE Human secreted polypeptide PRO1480-encoding cDNA, SEQ ID NO: 453. 
PN US2003044926-A1 . 
PD 06-MAR-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 544 

ID ACA72997 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2003036140-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 545 

ID ACD03169 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 



PN US2003013153-A1 . 
PD 16-JAN-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 546 

ID ACD01984 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO14 80 cDNA. 
PN US2003017544-A1. 
PD 23-JAN-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 547 

ID ACA92176 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003027277-A1. 
PD 06-FEB-2003. 

Query Match 8.4%; Score 263.6; DB 10; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 548 

ID ADL33057 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003207396-A1 . 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 11; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 54 9 

ID ADM30593 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO14 80 cDNA. 

PN US2003073813-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 11; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 550 

ID ADE74590 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003211572-A1. 
PD 13-NOV-2003. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 551 

ID ADE75202 standard; cDNA; 3781 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #227. 
PN US2003211574-A1. 
PD 13-NOV-2003. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 552 

ID ADE96625 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003195347-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 553 



ID ADF25936 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO14 80. 

PN US2003199675-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 554 

ID ADF24835 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003198993-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 555 

ID ADF29571 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003203401-A1 . 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 556 

ID ADE97102 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003195334-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 557 

ID ADF96415 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2003215909-A1. 
PD 20-NOV-2003. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 558 

ID ADG04686 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003215912-A1. 

PD 20-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 559 

ID ADG00846 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003215911-A1. 

PD 20-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 560 

ID ADG83102 standard; cDNA; 3781 BP. 
DE Human PRO polynucleotide #227. 



PN US2003215910-A1. 

PD 20-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 561 

ID ADH03140 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/ transmembrane protein PRO1480. 

PN US2003216562-A1. 

PD 20-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 562 

ID ADH04094 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003220471-A1. 

PD 27-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 563 

ID ADH03617 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2003224478-A1. 

PD 04-DEC-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 564 

ID ADH26383 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2003068770-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 565 

ID ADH33352 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2003068768-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 566 

ID ADH04571 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2004005626-A1. 

PD 08-JAN-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 567 

ID ADH61572 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 
PN US2004014130-A1. 



PD 22-JAN-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 568 

ID ADJ55091 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2004023321-A1. 

PD 05-FEB-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 569 

ID ADJ64862 standard; cDNA; 3781 BP. 

DE Human PRO polynucleotide #227. 

PN US2004038337-A1. 

PD 26-FEB-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 2 63.6; DB 12; Length 37 81; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 570 

ID ADM31758 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO14 8 0 cDNA. 

PN US2004048334-A1. 

PD ll-MAR-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 571 

ID ADM36805 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2004053358-A1. 

PD 18-MAR-2004 . 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 572 

ID ADM40610 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 

PN US2004048335-A1. 

PD ll-MAR-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 3781; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 573 

ID ADL94771 standard; cDNA; 3781 BP. 

DE Human cDNA encoding secreted/transmembrane protein PRO1480. 

PN US2004073015-A1. 

PD 15-APR-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 8.4%; Score 263.6; DB 12; Length 37 81; 

Best Local Similarity 50.7%; Pred. No. 5e-59; 
RESULT 574 

ID ADN38218 standard; cDNA; 3781 BP. 

DE Novel human secreted and transmembrane protein PRO1480 cDNA. 
PN US2004091959-A1. 
PD 13-MAY-2004. 



Score 263.6; DB 12; Length 3781; 
Pred. No. 5e-59; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 
PA 
PA 



DE 
PN 
PD 
PA 



Score 262; DB 4; Length 3556; 
Pred. No. 1.3e-58; 



Score 255.6; DB 13; 
Pred. No. 6.8e-57; 



Length 37 66; 



PA (GETH ) GENENTECH INC. 

Query Match 8.4%; 

Best Local Similarity 50.7%; 
RESULT 575 

ID AAD08283 standard; cDNA; 3556 BP. 

Human secreted protein-encoding gene 1 cDNA clone HKAHL26, SEQ ID NO: 11. 
WO200136440-A1. 
25-MAY-2001. 

(HUMA-) HUMAN GENOME SCI INC. 
Query Match 8.3%; 
Best Local Similarity 50.7%; 
RESULT 576 

ID ADQ86529 standard; cDNA; 3766 BP. 

Human tumour-associated antigenic target (TAT) cDNA sequence #3402, 
WO2004060270-A2. 
22-JUL-2004. 
(GETH ) GENENTECH INC. 
(WUTD/) WU T D. 
(ZHOU/) ZHOU Y. 
Query Match 8.1%; 
Best Local Similarity 50.5%; 
RESULT 577 

ID ACN39884 standard; cDNA; 3766 BP. 

Tumour-associated antigenic target (TAT) cDNA DNA326060, SEQ ID NO: 4307. 
WO2004030615-A2. 
15-APR-2004. 
(GETH ) GENENTECH INC. 
Query Match 8.1%; Score 255.6; DB 13; Length 3766; 

Best Local Similarity 50.5%; Pred. No. 6.8e-57; 
RESULT 578 

ID ADQ37655 standard; cDNA; 2511 BP. 

Human SEMA4B-M2 encoding cDNA SEQ ID NO: 8. 
WO2004058817-A1. 
15-JUL-2004. 

(TAKE ) TAKEDA CHEM IND LTD. 
Query Match 8.1%; Score 254; DB 13; 

Best Local Similarity 50.4%; Pred. No. 1.5e-56; 
RESULT 579 

ID ADQ37649 standard; cDNA; 2511 BP. 

Human SEMA4B encoding cDNA SEQ ID NO: 2. 
WO2004058817-A1. 
15-JUL-2004. 

(TAKE ) TAKEDA CHEM IND LTD. 
Query Match 8.1%; Score 254; DB 13; 

Best Local Similarity 50.4%; Pred. No. 1.5e-56; 
RESULT 580 

ID ADQ37656 standard; cDNA; 3766 BP. 
DE Human SEMA4B-M2 encoding cDNA SEQ ID NO: 9. 
PN WO2004058817-A1. 
PD 15-JUL-2004. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 8.1%; Score 254; DB 13; 

Best Local Similarity 50.4%; Pred. No. 1.8e-56; 
RESULT 581 

ID ADQ37650 standard; cDNA; 3766 BP. 
DE Human SEMA4B encoding cDNA SEQ ID NO: 3. 
PN WO2004058817-A1 . 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 2511; 



Length 2511; 



Length 3766; 



PD 15-JUL-2004. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 8.1%; Score 254; DB 13; Length 3766; 

Best Local Similarity 50.4%; Pred. No. 1.8e-56; 
RESULT 582 

ID ADQ37658 standard; cDNA; 2511 BP. 

DE Human SEMA4B-M3 encoding cDNA SEQ ID NO: 11. 

PN WO2004058817-A1. 

PD 15-JUL-2004. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 8.0%; Score 252.4; DB 13; Length 2511; 

Best Local Similarity 50.4%; Pred. No. 4e-56; 
RESULT 583 

ID ADQ37659 standard; cDNA; 3766 BP. 

DE Human SEMA4B-M3 encoding cDNA SEQ ID NO: 12. 

PN WO200.4058817-A1. 

PD 15-JUL-2004. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 8.0%; Score 252.4; DB 13; Length 3766; 

Best Local Similarity 50.4%; Pred. No. 4.8e-56; 
RESULT 584 

ID ADQ37652 standard; cDNA; 2511 BP. 

DE Human SEMA4B-M1 encoding cDNA SEQ ID NO: 5. 

PN WO2004058817-A1. 

PD 15-JUL-2004. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 8.0%; Score 250.8; DB 13; Length 2511; 

Best Local Similarity 50.3%; Pred. No. l.le-55; 
RESULT 585 

ID ADQ37653 standard; cDNA; 3766 BP. 

DE Human SEMA4B-M1 encoding cDNA SEQ ID NO: 6. 

PN WO2004058817-A1. 

PD 15-JUL-2004. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 8.0%; Score 250.8; DB 13; Length 3766; 

Best Local Similarity 50.3%; Pred. No. 1.3e-55; 
RESULT 586 

ID AAA47437 standard; DNA; 2703 BP. 

DE Sequence encoding human neuron-associated protein. 

PN WO200034477-A2. 

PD 15-JUN-2000. 

PA (INCY-) INCYTE PHARM INC. 

Query Match 7.9%; Score 247.4; DB 3; Length 2703; 

Best Local Similarity 50.7%; Pred. No. 8.8e-55; 
RESULT 587 

ID ABK11109 standard; DNA; 2390 BP. 

DE DNA encoding human NOV7 protein, homologue of semaphorin proteins. 

PN WO200206329-A2. 

PD 24-JAN-2002. 

PA (CURA-) CURAGEN CORP. 

Query Match 7.8%; Score 246.6; DB 6; Length 2390; 

Best Local Similarity 50.7%; Pred. No. 1.4e-54; 
RESULT 588 

ID AAD08048 standard; cDNA; 3293 BP. 

DE Human extracellular matrix and cell adhesion molecule-4 (XMAD-4) cDNA. 
PN WO200142285-A2. 
PD 14-JUN-2001. 



Score 237.8; DB 4; 
Pred. No. 3.5e-52; 



Length 3293; 



PA (INCY-) INCYTE GENOMICS INC. 

Query Match 7.6%; 

Best Local Similarity 52.8%; 
RESULT 589 

ID AAC84887 standard; cDNA; 2155 BP. 

DE Human SEC6 nucleic acid sequence (clone ID 20422974.0.132). 

PN WO200078802-A2. 

PD 28-DEC-2000. 

PA (CURA-) CURAGEN CORP. 

Score 236.6; DB 4; Length 2155; 



Query Match 7.5%; 
Best Local Similarity 52.3%; 
RESULT 590 

ID AAC84892 standard; cDNA; 2156 BP. 

DE Human SEC11 nucleic acid sequence 

PN WO200078802-A2. 

PD 28-DEC-2000. 

PA (CURA-) CURAGEN CORP. 



Pred. No. 6e-52; 



(clone ID 20422974 . 0 . 132-ext2 ) 



7.5%; 
52.3%; 



Score 236.6; DB 4; Length 2156; 



Pred. No. 6e-52; 



7.5%; 
52.3%; 



Score 236.6; DB 4; 
Pred. No. 6.1e-52; 



Length 2284; 



Score 236.6; DB 6; 
Pred. No. 6.6e-52; 



Query Match 
Best Local Similarity 
RESULT 591 

ID AAC84888 standard; cDNA; 2284 BP. 

Human SEC7 nucleic acid sequence (clone ID 20422974.2). 
WO200078802-A2. 
28-DEC-2000. 
(CURA-) CURAGEN CORP 
Query Match 
Best Local Similarity 
RESULT 592 

ID ADI28075 standard; cDNA; 2646 BP. 
ECMCAD gene clone 7950094CB1. 
WO200202634-A2. 
10-JAN-2002. 

(INCY-) INCYTE GENOMICS INC. 
Query Match 7.5%; 
Best Local Similarity 52.3%; 
RESULT 593 

ID ADR67099 standard; cDNA; 3579 BP. 

Human cancer associated gene cDNA sequence SEQ ID NO: 145 
WO2004074321-A2. 
02-SEP-2004. 

(SAGR-) SAGRES DISCOVERY INC. 
Query Match 7.5%; Score 236.6; DB 13; 

Best Local Similarity 52.3%; Pred. No. 7.7e-52; 
RESULT 594 

ID ADD18233 standard; DNA; 1914 BP. 

Human molecule (MOL) protein MOL5d DNA sequence. 
WO2003003984-A2. 
16-JAN-2003. 
( CURA- ) CURAGEN CORP. 
Query Match 
Best Local Similarity 
RESULT 595 

ID ADD18236 standard; DNA; 1914 BP. 

DE Human molecule (MOL) protein MOL5e reverse DNA sequence 

PN WO2003003984-A2 . 

PD 16-JAN-2003. 

PA ( CURA- ) CURAGEN CORP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 2646; 



Length 3579; 



7.5%; 
52.2%; 



Score 235; DB 10; 
Pred. No. 1.5e-51; 



Length 1914; 



Query Match 7.5%; Score 235; DB 10; 

Best Local Similarity 52.2%; Pred. No. 1.5e-51; 
RESULT 596 

ID ADD18238 standard; DNA; 1914 BP. 

DE Human molecule (MOL) protein MOL5f DNA sequence. 
PN WO2003003984-A2. 
PD 16-JAN-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 7.5%; Score 235; DB 10; 

Best Local Similarity 52.2%; Pred. No. 1.5e-51; 
RESULT 597 

ID ADD18235 standard; DNA; 1914 BP. 

DE Human molecule (MOL) protein MOL5e DNA sequence. 
PN WO2003003984-A2. 
PD 16-JAN-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 7.5%; Score 235; DB 10; 

Best Local Similarity 52.2%; Pred. No. 1.5e-51; 
RESULT 598 

ID ADG76096 standard; cDNA; 1914 BP. 
DE Human NOVX cDNA to treat human pathological conditions (SeqID 9) . 
PN WO2003085096-A2. 
PD 16-OCT-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 7.5%; Score 235; DB 10; Length 1914; 

Best Local Similarity 52.2%; Pred. No. 1.5e-51; 
RESULT 599 

ID ADG76094 standard; cDNA; 1914 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 7). 

PN WO2003085096-A2. 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 7.5%; Score 235; DB 10; Length 1914; 

Best Local Similarity 52.2%; Pred. No. 1.5e-51; 
RESULT 600 

ID ADG76088 standard; cDNA; 1914 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 1) . 

PN WO2003085096-A2. 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 7.5%; Score 235; DB 10; Length 1914; 

Best Local Similarity 52.2%; Pred. No. 1.5e-51; 
RESULT 601 

ID AAF29461 standard; cDNA; 3503 BP. 
DE Murine M-Sema-F cDNA. 
PN WO200100638-A2. 
PD 04-JAN-2001. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 7.5%; Score 235; DB 4; Length 3503; 

Best Local Similarity 52.0%; Pred. No. 2e-51; 
RESULT 602 

ID ACD66768 standard; cDNA; 3503 BP. 

DE Secreted polypeptide-related cDNA #75. 

PN US2003022279-A1. 

PD 30-JAN-2003. 

PA (FRAS/) FRASER C C. 

PA (BARN/) BARNES T M. 



Length 1914; 



Length 1914; 



Length 1914; 



PA 


(SHAR/) 


SHARP J D. 




PA 


(KIRS/) 


KIRST S J. 




PA 


(MYER/ ) 


MYERS P S . 




PA 


(LEIB/ ) 


T T7TDV V T> 

LEI BY K R. 




PA 


(HOLT/) 


HOLTZMAN D 


A. 


PA 


(MCCA/) 


MCCARTHY S 


A. 


PA 


(WRIG/) 


WRIGHTON N. 




PA 


(MACK/) 


MAC KAY C R. 




PA 


(GOOD/) 


GOODEARL A 


D J. 



Query Match 7.5%; 
Best Local Similarity 52.0%; 
RESULT 603 

ID ADB90781 standard; cDNA; 3503 BP 
Mouse M-Sema-F cDNA. 
US2003082586-A1. 
01-MAY-2003. 

(MILL-) MILLENNIUM PHARM INC. 
Query Match 7.5%; 
Best Local Similarity 52.0%; 
RESULT 604 

ID ADF71516 standard; cDNA; 3503 BP. 
Murine M-Sema-F cDNA. 
US2003175733-A1. 
18-SEP-2003. 

(MILL-) MILLENNIUM PHARM INC 
Query Match 7.5%; 
Best Local Similarity 52.0%; 
RESULT 605 

ID ADQ10334 standard; cDNA; 3503 BP 
Human polynucleotide #59. 
US2004121396-A1. 
24-JUN-2004. 

(MILL-) MILLENNIUM PHARM INC 
Query Match 7.5%; 
Best Local Similarity 52.0%; 
RESULT 606 

ID ADR67090 standard; 



Score 235; DB 8; 
Pred. No. 2e-51; 



Length 3503; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 235; DB 9; 
Pred. No. 2e-51; 



Length 3503; 



Score 235; DB 10; 
Pred. No. 2e-51; 



Length 3503; 



Score 235; DB 12; Length 3503; 
Pred. No. 2e-51; 



DE 
PN 
PD 
PA 



cDNA; 4228 BP. 

Mouse cancer associated gene cDNA sequence SEQ ID NO: 136. 

WO2004074321-A2. 

02-SEP-2004. 

(SAGR-) SAGRES DISCOVERY INC. 



7.5%; 
52.0%; 



Score 235; DB 13; 
Pred. No. 2.2e-51; 



Length 4228; 



3776 BP. 



Query Match 
Best Local Similarity 
RESULT 607 

ID ABN83983 standard; DNA; 
DE Human gene sequence #30. 
PN WO200252005-A1. 
PD 04-JUL-2002. 

PA (KAZU-) KAZUSA DNA RES INST FOUND. 
PA (CELE-) CELESTAR LEXICO-SCI LTD. 

Query Match 7.4%; 

Best Local Similarity 52.5%; 
RESULT 608 

ID ADR67093 standard; cDNA; 3782 BP. 

DE Human cancer associated gene cDNA sequence SEQ ID NO: 139 
PN WO2004074321-A2. 
PD 02-SEP-2004. 



Score 233.6; DB 6; 
Pred. No. 5e-51; 



Length 3776; 



Length 3782; 



Length 6164; 



Score 233.2; DB 10; 
Pred. No. 5.4e-51; 



Length 2739; 



PA (SAGR-) SAGRES DISCOVERY INC. 

Query Match 7.4%; Score 233.6; DB 13; 

Best Local Similarity 52.5%; Pred. No. 5e-51; 
RESULT 609 

ID ADP83373 standard; DNA; 6164 BP. 

DE Breast specific nucleic acid of the invention #79. 
PN WO2004052290-A2. 
PD 24-JUN-2004. 
PA (DIAD-) DIADEXUS INC. 

Query Match 7.4%; Score 233.6; DB 12; 

Best Local Similarity 52.5%; Pred. No. 6.4e-51; 
RESULT 610 

ID ADG76098 standard; cDNA; 2739 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 11) 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 7.4%; 

Best Local Similarity 51.9%; 
RESULT 611 

ID AAD28947 standard; 
DE Human MOL5a cDNA. 
PN WO200206339-A2. 
PD 24-JAN-2002. 
PA (CURA-) CURAGEN CORP. 

Query Match 7.4%; 
Best Local Similarity 51.9%; 
RESULT 612 

ID ADD18203 standard; DNA; 3868 BP. 

DE Human molecule (MOL) protein MOL5a DNA sequence 
PN WO2003003984-A2. 
PD 16-JAN-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 7.4%; 

Best Local Similarity 51.9%; 
RESULT 613 

ID AAZ36704 standard; DNA; 



cDNA; 3868 BP. 



Score 233.2; DB 6; 
Pred. No. 6.4e-51; 



Length 3868; 



Score 233.2; DB 10; Length 3868; 
Pred. No. 6.4e-51; 



DE 
PN 
PD 
PA 



2433 BP. 

Nucleotide sequence for GenBank accession number X85992, 
W09955913-A2. 



04-NOV-1999. 

(KIMM-) KIMMEL CANCER CENT SIDNEY. 
Query Match 7.3%; Score 230; 

Best Local Similarity 50.2%; Pred. No. 3. 
RESULT 614 

ID ADJ76087 standard; DNA; 2433 BP. 

DE Marker gene SEQ ID NO: 1339. 

PN EP1394274-A2. 

PD 03-MAR-2004. 

PA (GENO-) GENOX RES INC. 

Query Match 7.3%; Score 230; 

Best Local Similarity 50.2%; Pred. No. 3. 
RESULT 615 

ID AAD28948 standard; cDNA; 2558 BP. 

DE Human MOL 5b cDNA. 

PN WO200206339-A2. 

PD 24-JAN-2002. 

PA (CURA-) CURAGEN CORP. 



DB 3; Length 2433; 
6e-50; 



DB 12; 
6e-50; 



Length 2433; 



Query Match 7.2%; Score 225.4; DB 6; Length 2558; 

Best Local Similarity 51.8%; Pred. No. 6.3e-49; 
RESULT 616 

ID ADD18205 standard; DNA; 2558 BP. 

DE Human molecule (MOL) protein M0L5b DNA sequence. 

PN WO2003003984-A2. 

PD 16-JAN-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 7.2%; Score 225.4; DB 10; Length 2558; 

Best Local Similarity 51.8%; Pred. No. 6.3e-49; 
RESULT 617 

ID AAD28949 standard; cDNA; 3112 BP. 

DE Human MOL5c cDNA. 

PN WO200206339-A2. 

PD 24-JAN-2002. 

PA (CURA-) CURAGEN CORP. 

Query Match 7.2%; Score 225.4; DB 6; Length 3112; 

Best Local Similarity 51.8%; Pred. No. 6.9e-49; 
RESULT 618 

ID ADD18207 standard; DNA; 3112 BP* 

DE Human molecule (MOL) protein MOL5c DNA sequence. 

PN WO2003003984-A2 . 

PD 16-JAN-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 7.2%; Score 225.4; DB 10; Length 3112; 

Best Local Similarity 51.8%; Pred. No. 6.9e-49; 
RESULT 619 

ID ADG76092 standard; cDNA; 3112 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 5) . 

PN WO2003085096-A2. 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 7.2%; Score 225.4; DB 10; Length 3112; 

Best Local Similarity 51.8%; Pred. No. 6.9e-49; 
RESULT 620 

ID ABL62806 standard; DNA; 224 BP. 

DE Breast cancer related gene sequence SEQ ID NO: 1143. 

PN WO200194629-A2. 

PD 13-DEC-2001. 

PA (AVAL-) AVALON PHARM. 

Query Match 6.9%; Score 216.2; DB 6; Length 224; 

Best Local Similarity 98.6%; Pred. No. 5.3e-47; 
RESULT 621 

ID ABL62989 standard; DNA; 224 BP. 

DE Breast cancer related gene sequence SEQ ID NO: 1326. 

PN WO200194629-A2. 

PD 13-DEC-2001. 

PA (AVAL-) AVALON PHARM. 

Query Match 6.9%; Score 216.2; DB 6; Length 224; 

Best Local Similarity 98.6%; Pred. No. 5.3e-47; 
RESULT 622 

ID ACN43394 standard; cDNA; 2470 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2269. 

PN WO2004023973-A2. 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 6.5%; Score 203.2; DB 13; Length 2470; 



Score 200.8; DB 6; 
Pred. No. 2.3e-42; 



Score 193; 
Pred. No. 2. 



DB 10; 
4e-40; 



Score 189.6; DB 10; 
Pred. No. 3.4e-39; 



Best Local Similarity 51.8%; Pred. No. 5.1e-43; 
RESULT 623 

ID ABQ99272 standard; cDNA; 2615 BP. 
DE Human coding sequence SEQ ID 5. 
PN WO200259260-A2. 
PD 01-AUG-2002. 
PA (HYSE-) HYSEQ INC. 

Query Match 6.4%; 

Best Local Similarity 51.2%; 
RESULT 624 

ID ADG76090 standard; cDNA; 2049 BP. 

DE Human NOVX cDNA to treat human pathological conditions 
PN WO2003085096-A2. 
PD 16-OCT-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 6.1%; 

Best Local Similarity 52.5%; 
RESULT 625 

ID ADG91218 standard; DNA; 6087 BP. 

DE Hepatic specific nucleic acid encoding sequence #407 
PN WO2003066877-A2. 
PD 14-AUG-2003. 
PA (DIAD-) DIADEXUS INC. 

Query Match 6.0%; 

Best Local Similarity 52.7%; 
RESULT 626 

ID ABX92031 standard; cDNA; 8095 BP. 
DE Lung specific nucleic acid (LSNA) #73 
PN WO200268633-A2. 
PD 06-SEP-2002. 
PA (DIAD-) DIADEXUS INC. 

Query Match 6.0%; 

Best Local Similarity 52.7%; 
RESULT 627 

ID ABT13397 standard; DNA; 8144 BP. 

DE Breast specific related polynucleotide SEQ ID No 112 
PN WO200277232-A2. 
PD 03-OCT-2002. 
PA (DIAD-) DIADEXUS INC. 

Query Match 6.0%; Score 189.6; DB 8; 

Best Local Similarity 52.7%; Pred. No. 3.9e-39; 
RESULT 628 

ID AAT21456 standard; cDNA to mRNA; 164 BP. 
DE Human gene signature HUMGS02826. 
PN W09514772-A1. 
PD 01-JUN-1995. 
PA (MATS/) MATSUBARA K. 
PA (OKUB/) OKUBO K. 

Query Match 4.9%; 

Best Local Similarity 94.5%; 
RESULT 629 

ID ADA02662 standard; cDNA; 2589 BP. 

DE Human SEMA4D carcinoma associated coding sequence, 
PN WO2003057146-A2. 
PD 17-JUL-2003. 
PA (SAGR-) SAGRES DISCOVERY. 



Length 2615; 



(SeqID 3) 



Length 204 9; 



Length 6087; 



Score 189.6; DB 6; Length 8095; 
Pred. No. 3.9e-39; 



Length 8144; 



Score 153.8; DB 2; 
Pred. No. 1.9e-30; 



Length 164; 



SEQ ID NO: 1180. 



Query Match 



4.9%; Score 153.4; DB 9; Length 2589; 



Score 153.4; DB 10; 
Pred. No. 9.8e-30; 



4; DB 10; 
9.8e-30; 



4; DB 2; 
1.2e-29; 



NO: 4, 



Best Local Similarity 50.0%; Pred. No. 9.8e-30; 
RESULT 630 

ID ADB72400 standard; cDNA; 2589 BP. 

DE Human SEMA4D cDNA. 

PN WO2003008583-A2 . 

PD 30-JAN-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.9%; 

Best Local Similarity 50.0%; 
RESULT 631 

ID ADE95910 standard; DNA; 2589 BP. 

DE Human SEMA4D gene coding sequence. 

PN WO2003039484-A2 . 

PD 15-MAY-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.9%; Score 153 

Best Local Similarity 50.0%; Pred. No. 

RESULT 632 

ID AAT60665 standard; cDNA; 4157 BP. 
DE Human CD100 antigen cDNA. 
PN W09717368-A1. 
PD 15-MAY-1997. 

PA (DAND ) DANA FARBER CANCER INST. 

Query Match 4.9%; Score 153 

Best Local Similarity 50.0%; Pred. No. 

RESULT 633 

ID AAC92384 standard; cDNA; 4157 BP. 
DE Human CD100 nucleotide sequence SEQ ID 
PN WO200075655-A1. 
PD 14-DEC-2000. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 4.9%; 

Best Local Similarity 50.0%; 
RESULT 634 

ID AAF77463 standard; DNA; 4157 BP 
DE Human CD100 DNA sequence. 
PN JP2001048803-A. 
PD 20-FEB-2001. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 4.9%; 

Best Local Similarity 50.0%; 
RESULT 635 

ID ADA02661 standard; cDNA; 4157 BP. 
DE Human SEMA4D carcinoma associated cDNA, 
PN WO2003057146-A2. 
PD 17-JUL-2003. 
PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.9%; Score 153. 

Best Local Similarity 50.0%; Pred. No. 
RESULT 636 

ID ADB72399 standard; mRNA; 4157 BP. 
DE Human SEMA4D mRNA. 
PN WO2003008583-A2 . 
PD 30-JAN-2003. 
PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.9%; Score 153. 

Best Local Similarity 50.0%; Pred. No. 



Score 153. 
Pred. No. 



4; DB 4; 
1.2e-29; 



Score 153. 
Pred. No. 



4; DB 4; 
1.2e-29; 



Length 2589; 



Length 2589; 



Length 4157; 



Length 4157; 



Length 4157; 



SEQ ID NO: 1179. 



4; DB 9; 
1.2e-29; 



Length 4157; 



4; DB 10; 
1.2e-29; 



Length 4157; 



RESULT 637 

ID ADE95909 standard; DNA; 4157 BP. 

DE Human DNA related to SEMA4D gene mRNA. 

PN WO2003039484-A2 . 

PD 15-MAY-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.9%; Score 153.4; DB 10; Length 4157; 

Best Local Similarity 50.0%; Pred. No. 1.2e-29; 
RESULT 638 

ID ADR25414 standard; DNA; 4157 BP. 

DE Breast cancer prognosis marker #1275. 

PN WO2004065545-A2. 

PD 05-AUG-2004. 

PA (ROSE-) ROSETTA INPHARMATICS LLC. 
PA (NECA-) NETHERLANDS CANCER INST. 

Query Match 4.9%; Score 153.4; DB 13; Length 4157; 

Best Local Similarity 50.0%; Pred. No. 1.2e-29; 
RESULT 639 

ID ADP23559 standard; cDNA; 4157 BP. 

DE PRO polypeptide encoding cDNA SEQ ID NO: 737. 

PN WO2004041170-A2 . 

PD 21-MAY-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 4.9%; Score 153.4; DB 13; Length 4157; 

Best Local Similarity 50.0%; Pred. No. 1.2e-29; 
RESULT 640 

ID ADE54116 standard; cDNA; 6300 BP. 

DE Human prostate cancer cDNA #463. 

PN US200319Q640-A1. 

PD 09-OCT-2003. 

PA ( FARI / ) FARIS M. 

PA (PEAR/) PEARSON C I. 

Query Match 4.9%; Score 153.4; DB 10; Length 6300; 

Best Local Similarity 50.0%; Pred. No. 1.5e-29; 
RESULT 641 

ID ADF82491 standard; DNA; 1712 BP. 

DE Leukaemia-related DNA sequence #3047. 

PN WO2003039443-A2 . 

PD 15-MAY-2003. 

PA (DEKR-) DEUT KREBSFORSCHUNGSZENTRUM. 
PA (UYLU-) UNIV LUDWIG MAXIMILIANS. 
PA (HAFE/) HAFERLACH T. 
PA (SCHO/) SCHOCH C. 
PA (KERN/) KERN W. 

Query Match 4.9%; Score 152.6; DB 10; Length 1712; 

Best Local Similarity 50.1%; Pred. No. 1.3e-29; 
RESULT 642 

ID ABN85379 standard; DNA; 1024 BP. 

DE Partial human NOV2, semphorin-like protein, coding sequence. 

PN WO200255704-A2. 

PD 18-JUL-2002. 

PA (CURA-) CURAGEN CORP. 

Query Match 4.7%; Score 147; DB 6; Length 1024; 

Best Local Similarity 51.6%; Pred. No. 3.1e-28; 
RESULT 643 

ID ACN43396 standard; cDNA; 2306 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2271. 



PN WO2004023973-A2. 

PD 25-MAR-2004 . 

PA (INCY-) INCYTE CORP. 

Query Match 4.6%; Score 143.6; DB 13; Length 2306; 

Best Local Similarity 49.6%; Pred. No. 3.8e-27; 
RESULT 644 

ID ACN43392 standard; cDNA; 2555 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2267. 

PN WO2004023973-A2. 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 4.6%; Score 143.6; DB 13; Length 2555; 

Best Local Similarity 49.6%; Pred. No. 4e-27; 
RESULT 645 

ID ADA02659 standard; cDNA; 2586 BP. 

DE Mouse Sema4d carcinoma associated coding sequence, SEQ ID NO: 1177. 

PN WO2003057146-A2 . 

PD 17-JUL-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.6%; Score 143.6; DB 9; Length 2586; 

Best Local Similarity 49.4%; Pred. No. 4e-27; 
RESULT 646 

ID ADB72397 standard; cDNA; 2586 BP. 

DE Mouse Sema4d cDNA. 

PN WO2003008583-A2 . 

PD 30-JAN-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.6%; Score 143.6; DB 10; Length 2586; 

Best Local Similarity 49.4%; Pred. No. 4e-27; 
RESULT 647 

ID ADE95907 standard; DNA; 2586 BP. 

DE Mouse Sema4d gene coding sequence. 

PN WO2003039484-A2. 

PD 15-MAY-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.6%; Score 143.6; DB 10; Length 2586; 

Best Local Similarity 49.4%; Pred. No. 4e-27; 
RESULT 64 8 

ID ADM72163 standard; cDNA; 2705 BP. 

DE Human NT RAN polypeptide encoding cDNA (clone ID 750372 8CB1) . 

PN WO2004022705-A2. 

PD 18-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 4.6%; Score 143.6; DB 12; Length 2705; 

Best Local Similarity 49.6%; Pred. No. 4.1e-27; 
RESULT 649 

ID AAV31121 standard; cDNA; 2769 BP. 
DE Human semaphorin encoding cDNA. 
PN JP10155490-A. 
PD 16-JUN-1998. 

PA (SUMU ) SUMITOMO SEIYAKU KK. 

Query Match 4.6%; Score 143.6; DB 2; Length 2769; 

Best Local Similarity 49.4%; Pred. No. 4.2e-27; 
RESULT 650 

ID AAC92383 standard; cDNA; 2769 BP. 

DE Mouse CD100 nucleotide sequence SEQ ID NO: 2. 

PN WO200075655-A1. 



PD 14-DEC-2000. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 4.6%; Score 143.6; DB 4; Length 2769; 

Best Local Similarity 49.4%; Pred. No. 4.2e-27; 
RESULT 651 

ID AAF77462 standard; DNA; 2769 BP. 
DE Murine CD100 DNA sequence. 
PN JP2001048803-A. 
PD 20-FEB-2001. 

PA (TAKE ) TAKEDA CHEM IND LTD. 

Query Match 4.6%; Score 143.6; DB 4; Length 2769; 

Best Local Similarity 49.4%; Pred. No. 4.2e-27; 
RESULT 652 

ID ADA02658 standard; cDNA; 2769 BP. 

DE Mouse Sema4d carcinoma associated cDNA, SEQ ID NO: 1176. 

PN WO2003057146-A2. 

PD 17-JUL-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.6%; Score 143.6; DB 9; Length 2769; 

Best Local Similarity 49.4%; Pred. No. 4.2e-27; 
RESULT 653 

ID ADB72396 standard; mRNA; 2769 BP. 

DE Mouse Sema4d mRNA. 

PN WO2003008583-A2 . 

PD 30-JAN-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.6%; Score 143.6; DB 10; Length 2769; 

Best Local Similarity 49.4%; Pred. No. 4.2e-27; 
RESULT 654 

ID ADE95906 standard; DNA; 2769 BP. 

DE Mouse DNA related to Sema4d gene mRNA. 

PN WO2003039484-A2 . 

PD 15-MAY-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 4.6%; Score 143.6; DB 10; Length 2769; 

Best Local Similarity 49.4%; Pred. No. 4.2e-27; 
RESULT 655 

ID AAT60666 standard; cDNA; 4391 BP. 
DE Mouse CD100 antigen cDNA. 
PN W09717368-A1. 
PD 15-MAY-1997. 

PA (DAND ) DANA FARBER CANCER INST. 

Query Match 4.6%; Score 143.6; DB 2; Length 4391; 

Best Local Similarity 49.4%; Pred. No. 5.2e-27; 
RESULT 656 

ID AAF30193 standard; cDNA; 967 BP. 

DE Clone 14998905.0.65 encoding SECP6. 

PN WO200105971-A2. 

PD 25-JAN-2001. 

PA (CURA-) CURAGEN CORP. 

Query Match 4.5%; Score 141; DB 4; Length 967; 

Best Local Similarity 56.1%; Pred. No. 1.2e-26; 
RESULT 657 

ID ADG38841 standard; DNA; 967 BP. 
DE Human DNA encoding SECP6. 
PN US2003207348-A1. 
PD 06-NOV-2003. 
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Score 141; DB 10; 
Pred. No. 1.2e-26; 



Length 967; 



Query Match 4.5%; 
Best Local Similarity 56.1%; 
RESULT 658 

ID ACN43400 standard; cDNA; 1974 BP. 
DE Human diagnostic and therapeutic polynucleotide 
PN WO2004023973-A2 . 
PD 25-MAR-2004. 
PA (INCY-) INCYTE CORP. 

Query Match 4.5%; Score 141; DB 13; 

Best Local Similarity 56.1%; Pred. No. 1.7e-26; 
RESULT 659 

ID ACN43399 standard; cDNA; 2006 BP. 
DE Human diagnostic and therapeutic polynucleotide 
PN WO2004023973-A2. 
PD 25-MAR-2004. 
PA (INCY-) INCYTE CORP. 

Query Match 4.5%; Score 141; DB 13; 

Best Local Similarity 56.1%; Pred. No. 1.7e-26; 
RESULT 660 

ID ACN43398 standard; cDNA; 2030 BP. 
DE Human diagnostic and therapeutic polynucleotide 
PN WO2004023973-A2 . 
PD 25-MAR-2004. 
PA (INCY-) INCYTE CORP. 

Query Match 4.5%; Score 141; DB 13; 

Best Local Similarity 56.1%; Pred. No. 1.8e-26; 
RESULT 661 

ID ACN43397 standard; cDNA; 2088 BP. 
DE Human diagnostic and therapeutic polynucleotide 
PN WO2004023973-A2. 
PD 25-MAR-2004. 
PA (INCY-) INCYTE CORP. 

Query Match 4.5%; Score 141; DB 13; 

Best Local Similarity 56.1%; Pred. No. 1.8e-26; 
RESULT 662 

ID ACN43393 standard; cDNA; 2279 BP. 
DE Human diagnostic and therapeutic polynucleotide 
PN WO2004023973-A2 . 
PD 25-MAR-2004. 
PA (INCY-) INCYTE CORP. 

Query Match 4.5%; Score 141; DB 13; 

Best Local Similarity 56.1%; Pred. No. 1.9e-26; 
RESULT 663 

ID ACN43395 standard; cDNA; 2337 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 2270. 

PN WO2004023973-A2. 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 



SEQ ID NO:2275. 



Length 1974; 



SEQ ID NO:2274. 



Length 2006; 



SEQ ID NO:2273, 



Length 2030; 



SEQ ID NO:2272. 



Length 208 8; 



SEQ ID NO:2268. 



Length 2279; 



Score 141; DB 13; 
Pred. No. 1.9e-26; 



Length 2337; 



Query Match 4.5%; 
Best Local Similarity 56.1%; 
RESULT 664 

ID ADR67097 standard; cDNA; 3523 BP. 

DE Human cancer associated gene cDNA sequence SEQ ID NO: 143 
PN WO2004074321-A2. 
PD 02-SEP-2004. 

PA (SAGR-) SAGRES DISCOVERY INC. 
Query Match 4.4%; 
Best Local Similarity 52.7%; 



Score 139.4; DB 13; Length 3523; 
Pred. No. 6.2e-26; 



37. 



Score 139; DB 6; 
Pred. No. 7.1e-26; 



Length 2813; 



RESULT 665 

ID ABN59626 standard; cDNA; 2813 BP. 
DE Novel human coding sequence SEQ ID NO 
PN WO200222660-A2. 
PD 21-MAR-2002. 
PA (HYSE-) HYSEQ INC. 

Query Match 4.4%; 

Best Local Similarity 52.6%; 
RESULT 666 

ID AAA96343 standard; cDNA; 3721 BP. 

DE cDNA encoding a novel polypeptide designated PR04353. 

PN WO200056889-A2. 

PD 28-SEP-2000. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126.2; DB 3; Length 3721; 

Best Local Similarity 50.9%; Pred. No. 2.1e-22; 
RESULT 667 

ID AAH22914 standard; cDNA; 1801 BP. 

DE Human semaphorin R/6B protein encoding cDNA. 

PN WO200151518-A2. 

PD 19-JUL-2001. 

PA (LUDW-) LUDWIG INST CANCER RES. 

Query Match 4.0%; Score 126; DB 4; Length 1801; 

Best Local Similarity 55.3%; Pred. No. 1.7e-22; 
RESULT 668 

ID ABX08821 standard; cDNA; 1801 BP. 

DE Angiogenesis-associated human polynucleotide sequence #83. 
PN WO200279492-A2. 
PD 10-OCT-2002. 

PA (EOSB-) EOS BIOTECHNOLOGY INC. 

Query Match 4.0%; Score 126; DB 10; Length 1801; 

Best Local Similarity 55.3%; Pred. No. 1.7e-22; 
RESULT 669 

ID AAH22923 standard; cDNA; 2311 BP. 

DE Human semaphorin R/6B protein isoform encoding cDNA. 
PN WO200151518-A2. 
PD 19-JUL-2001. 

PA (LUDW-) LUDWIG INST CANCER RES. 

Query Match 4.0%; Score 126; DB 4; 

Best Local Similarity 55.3%; Pred. No. 1.9e-22; 
RESULT 670 

ID AAT72108 standard; cDNA to mRNA; 3524 BP. 
DE Human semaphorin Z gene. 
PN WO9720928-A1. 
PD 12-JUN-1997. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 



Length 2311; 



Query Match 



4.0%; Score 126; DB 2; Length 3524; 



Best Local Similarity 55.3%; Pred. No. 2.3e-22; 
RESULT 671 

ID ABX08822 standard; cDNA; 3524 BP. 

DE Angiogenesis-associated human polynucleotide sequence #84. 
PN WO200279492-A2. 
PD 10-OCT-2002. 

PA (EOSB-) EOS BIOTECHNOLOGY INC. 

Query Match 4.0%; Score 126; DB 10; Length 3524; 

Best Local Similarity 55.3%; Pred. No. 2.3e-22; 
RESULT 672 

ID AAS21515 standard; cDNA; 3721 BP. 

Human cDNA sequence encoding for PR04353 polypeptide. 
WO200140466-A2. 



DE 
PN 
PD 
PA 



Score 126; DB 4; 
Pred. No. 2.4e-22; 



Length 3721; 



Score 126; DB 6; 
Pred. No. 2.4e-22; 



Length 3721; 



267. 



07-JUN-2001. 
(GETH ) GENENTECH INC. 
Query Match 4.0% 
Best Local Similarity 55.3% 
RESULT 673 

ID ABL88205 standard; cDNA; 3721 BP. 
DE Human PR04353 cDNA sequence SEQ ID NO: 267 
PN WO200200690-A2. 
PD 03-JAN-2002. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; 

Best Local Similarity 55.3%; 
RESULT 674 

ID ABL95694 standard; 
DE 
PN 
PD 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 

PA (WOOD/) WOOD W I. 
Query Match 
Best Local Similarity 
RESULT 675 

ID ACD28820 standard; cDNA; 3721 BP. 

DE Human secreted / transmembrane polypeptide PR01353 cDNA. 

PN US2003027249-A1. 

PD 06-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 8; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 676 



cDNA; 3721 BP. 
Human angiogenesis related cDNA PR04353 SEQ ID NO: 
WO200208284-A2. 
31-JAN-2002. 
(GETH ) GENENTECH INC. 
BAKER K P. 
FERRARA N. 
GERBER H. 
GERRITSEN M E. 
GODDARD A. 
GODOWSKI P J. 
GURNEY A L. 
HILLAN K J. 
(MARS/) MARSTERS S A. 
(PANJ/) PAN J. 

PAONI N F. 
STEPHAN J F. 
WAT AN ABE C K. 
WILLIAMS P 



(BAKE/) 
(FERR/) 
(GERB/) 
(GERR/) 
(GODD/) 
(GODO/) 
(GURN/) 
(HILL/) 



(PAON/) 
(STEP/) 
(WATA/) 
(WILL/) 



M. 



4.0%; 
55.3%; 



Score 126; DB 6; Length 3721; 
Pred. No. 2.4e-22; 



ID ACA03874 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003036180-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 8; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 677 

ID ABX89412 standard; cDNA; 3721 BP. 

DE DNA encoding novel secreted and transmembrane protein PR04353. 

PN US2003017563-A1 . 

PD 23-JAN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 8; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 678 

ID ACA06094 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #8. 

PN US2003008348-A1. 

PD 09-JAN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 8; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 679 

ID ACD42066 standard; cDNA; 3721 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #272. 

PN US2003036179-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 8; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 68 0 

ID ACA04295 standard; cDNA; 3721 BP. 

DE Human cDNA encoding a secreted/transmembrane protein, SEQ ID 543. 

PN US2003032155-A1. 

PD 13-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 8; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 681 

ID ACA67717 standard; cDNA; 3721 BP. 

DE cDNA encoding human secreted polypeptide PR04353. 

PN US2002192751-A1. 

PD 19-DEC-2002. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 682 

ID ADA46062 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003022328-A1. 

PD 30-JAN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 683 

ID ADA76559 standard; cDNA; 3721 BP. 



No. 



DB 9; 
,4e-22; 



Length 3721; 



DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2003036114-A1. 
PD 20-FEB-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; 

Best Local Similarity 55.3%; Pred. 
RESULT 684 

ID ADA76493 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003073212-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; 
Best Local Similarity 55.3%; 
RESULT 685 

ID ADA19143 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003054517-A1. 
20-MAR-2003. 
(GETH ) GENENTECH INC. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 126; DB 9; 
Pred. No. 2.4e-22; 



Length 3721; 



4.0%; 
55.3%; 



Score 126; DB 9; Length 3721; 



Pred. No. 2.4e-22; 



cDNA; 3721 BP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



4.0%; 
55.3%; 



Score 126; DB 9; 
Pred. No. 2.4e-22; 



Length 3721; 



Length 3721; 



Query Match 
Best Local Similarity 
RESULT 686 

ID ADA61766 standard; 
Homo sapiens . 
US2003049816-A1. 
13-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 
Best Local Similarity 
RESULT 687 

ID ADB19551 standard; cDNA; 3721 BP. 

Novel human secreted and transmembrane protein PR04353 cDNA. 
US2003068796-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 688 

ID ADB28092 standard; cDNA; 3721 BP. 

cDNA encoding human PRO polypeptide #272. 
US2003082704-A1. 
01-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 689 

ID ADA86571 standard; cDNA; 3721 BP. 

Novel human secreted and transmembrane protein PR04353 cDNA. 
US2003082711-A1. 
01-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; 
Best Local Similarity 55.3%; 
RESULT 690 

ID ADB16135 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 



DE 
PN 
PD 
PA 



Length 3721; 



DE 
PN 
PD 
PA 



Score 126; 
Pred. No. 2. 



DB 9; 
4e-22; 



Length 3721; 



PN US2003087350-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 691 

ID ADA47921 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003073215-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 692 

ID ADA67716 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003068795-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 693 

ID ADB30723 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003068794-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 694 

ID ADA86019 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082693-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 695 

ID ADA97231 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082705-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 696 

ID ADA79535 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082763-A1 . 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 697 

ID ADA87674 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2003087345-A1. 



Length 3721; 



PD 08-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 698 

ID ADB16876 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003087349-A1. 
PD 08-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 699 

ID ADA91968 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082694-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 



Length 3721; 



Score 126; DB 9; 

2.4e-22; 



Length 3721; 



Pred. No. 



Query Match 4.0%; 
Best Local Similarity 55.3%; 
RESULT 700 

ID ADB15031 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003087351-A1. 
PD 08-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 701 

ID ADB18992 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003073211-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 



Length 3721; 



Score 126; DB 9; 

2.4e-22; 



Length 3721; 



Pred. No. 



Length 3721; 



Query Match 4.0%; 
Best Local Similarity 55.3%; 
RESULT 702 

ID ADA94207 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003077722-A1 . 
PD 24-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 703 

ID ADB20103 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082691-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 704 

ID ADB13415 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003082710-A1. 
PD 01-MAY-2003. 



Length 3721; 



PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 705 

ID ACD98695 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003044945-A1. 

PD 06-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 706 

ID ADA74669 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003068798-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 707 

ID ADB24902 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide SEQ ID NO 543. 

PN US2003077713-A1. 

PD 24-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 708 

ID ADA82426 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082701-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 709 

ID ADA75389 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003073216-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 710 

ID ADA85467 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082695-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 711 

ID ADA84915 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082708-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 



Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 712 

ID ADB30171 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003073214-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 713 

ID ADA80699 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082761-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 714 

ID ADA75941 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082703-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 715 

ID ADA47166 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003073210-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 716 

ID ADB25462 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide SEQ ID NO 543. 

PN US2003077715-A1 . 

PD 24-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 717 

ID ADA93638 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272 . 

PN US2003077721-A1 . 

PD 24-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 718 

ID ADB26988 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003092147-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 



Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 719 

ID ADB31275 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003096386-A1. 

PD 22-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 720 

ID ADA61203 standard; cDNA; 3721 BP. 

DE Homo sapiens. 

PN US2003049817-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 721 

ID ADB24350 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide SEQ ID NO 543. 

PN US2003077714-A1. 

PD 24-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 722 

ID ADA96679 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082690-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 723 

ID ADA81251 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082702-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 724 

ID ADA96127 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082759-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 725 

ID ADB26436 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003082760-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 



Length 3721; 



Length 3721; 



Length 3721; 



RESULT 726 

ID ADB21921 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082765-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 727 

ID ADA77700 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003068797-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 728 

ID ADB18440 standard; cDNA; 3721 BP. 

cDNA encoding human PRO polypeptide #272. 
US2003077710-A1. 
24-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 729 

ID ADA87123 standard; cDNA; 3721 BP. 

Novel human secreted and transmembrane protein PR04353 cDNA. 
US2003082709-A1. 
01-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 730 

ID ACD42279 standard; cDNA; 3721 BP. 

Human cDNA encoding secreted/transmembrane protein PR04353. 
US2003044842-A1. 
06-MAR-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 731 

ID ADA88226 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082700-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 12 6; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 732 

ID ADA46614 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003054516-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 733 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3721; 



Length 3721; 



Length 3721; 



ID ADB28644 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003082699-A1. 
PD 01-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 734 

ID ADB29196 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003082706-A1 . 
PD 01-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 735 

ID ADA77148 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003059909-A1. 
PD 27-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 736 

ID ADA88778 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04 353 cDNA. 

PN US2003073213-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 737 

ID ADA97783 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003082686-A1. 
PD 01-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 738 

ID ADB27540 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003022239-A1. 
PD 30-JAN-2003. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 739 

ID ADB22473 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04 353 cDNA. 
PN US2003087344-A1. 
PD 08-MAY-2003. 

Query Match 4.0%; 

Best Local Similarity 55.3%; 
RESULT 740 

ID ADA67164 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003068793-A1. 



Length 3721; 



Length 3721; 



Length 3721; 



Score 126; DB 9; 
Pred. No. 2.4e-22; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 741 

ID ADB23025 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003077711-A1. 
PD 24-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 742 

ID ADB23798 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide SEQ ID NO 543. 
PN US2003077712-A1. 
PD 24-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 12 6; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 743 

ID ADA92520 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082712-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 744 

ID ADB15583 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003087352-A1. 
PD 08-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 745 

ID ADB38835 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082766-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 746 

ID ADB38283 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04 353 cDNA. 

PN US2003087347-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 747 

ID ADB66755 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2003082689-A1. 
PD 01-MAY-2003. 



Length 3721; 



PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 9; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 748 

ID ADB89835 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082698-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 749 

ID ADB90567 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082762-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 750 

ID ADB39668 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082764-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 751 

ID ADB47291 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04 353 cDNA. 

PN US2003082687-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 752 

ID ADB86898 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003082697-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 753 

ID ADB77503 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003082696-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 754 

ID ADB34660 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide SEQ ID NO 543. 

PN US2003077717-A1 . 

PD 24-APR-2003. 

PA (GETH ) GENENTECH INC. 



Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 755 

ID ADB357 64 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide SEQ ID NO 543. 

PN US2003077719-A1. 

PD 24-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 756 

ID ADB34108 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide SEQ ID NO 543. 

PN US2003077716-A1. 

PD 24-APR-2003. 

PA (GETH ). GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 757 

ID ADB35212 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide SEQ ID NO 543. 

PN US2003077718-A1. 

PD 24-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 758 

ID ADB36316 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide SEQ ID NO 543. 

PN US2003077720-A1. 

PD 24-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 759 

ID ADB46711 standard; cDNA; 3721 BP. 
DE Novel human secreted and transmembrane 
PN US2003082692-A1. 
PD 01-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 760 

ID AAD59345 standard; cDNA; 3721 BP. 

DE Human PR04353 cDNA. 

PN US2003049733-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 7 61 

ID AAD59220 standard; 
DE Human PR04353 cDNA. 
PN US2003049734-A1. 
PD 13-MAR-2003. 
PA (GETH ) GENENTECH INC 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



protein PR04353 cDNA. 



Length 3721; 



Length 3721; 



cDNA; 3721 BP. 



Query Match 



4.0%; Score 126; DB 10; Length 3721; 



Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 762 

ID ADC50584 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003092106-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 763 

ID ADC72131 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003092107-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 764 

ID ADC29790 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003092063-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 765 

ID ADC60110 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003092105-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 766 

ID ADC53117 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein cDNA Seq ID543. 

PN US2003087365-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 767 

ID ADC57471 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein cDNA Seq ID543. 

PN US2003087366-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 768 

ID ADC60662 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04 353 cDNA. 

PN US2003087367-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 



RESULT 769 

ID ADC51137 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003087361-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 770 

ID ADC65664 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003087362-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 771 

ID ADC54762 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein cDNA Seq ID543. 

PN US2003087363-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 772 

ID ADC53723 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein cDNA Seq ID543. 

PN US2003087364-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 773 

ID ADC59246 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein cDNA Seq ID543. 

PN US2003087359-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 774 

ID ADC56124 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein cDNA Seq ID543. 

PN US2003087360-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 775 

ID ADC58694 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein cDNA Seq ID543. 

PN US2003087346-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 776 



ID ADD03368 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003092104-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 777 

ID ADC90360 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2003087348-A1. 
PD 08-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 

Best Local Similarity 55.3%; Pred. No. 2.4e 
RESULT 778 

ID ADC69779 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003194770-A1. 
PD 16-OCT-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 

Best Local Similarity 55.3%; Pred. No. 2.4e 
RESULT 779 

ID ADC4 8 668 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003194773-A1. 
PD 16-OCT-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 

Best Local Similarity 55.3%; Pred. No. 2 . 4e 
RESULT 780 

ID ADD10197 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003194776-A1. 
PD 16-OCT-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 

Best Local Similarity 55.3%; Pred. No. 2 . 4e 
RESULT 781 

ID ADD04772 standard; cDNA; 3721 BP. 
DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2003087354-A1. 
PD 08-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 782 

ID ADC80728 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003092103-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 783 

ID ADD11235 standard; cDNA; 3721 BP. 



10; Length 3721; 
-22; 



10; Length 3721; 
-22; 



10; Length 3721; 
-22; 



10; Length 3721; 
-22; 



DE Human PRO polynucleotide #272. 

PN US2003194774-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 784 

ID ADD10556 standard; cDNA; 3721 BP. 

DE Human secreted/transmembrane PRO polypeptide cDNA #134. 

PN US2003105011-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 785 

ID ADC48116 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003194771-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 786 

ID ADC80176 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003087358-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 787 

ID ADD11516 standard; cDNA; 3721 BP. 

DE Human secreted/transmembrane PRO polypeptide cDNA #134. 

PN US2003105013-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 788 

ID ADD09645 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003194775-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 789 

ID ADD41358 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003203438-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 790 

ID ADD52497 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 



Length 3721; 



Length 3721; 



PN US2003194769-A1. 
PD 16-OCT-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 791 

ID ADD53237 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003194792-A1. 
PD 16-OCT-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 792 

ID ADD53789 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003203437-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 793 

ID ADD37309 standard; cDNA; 3721 BP. 

DE Human secreted/transmembrane PRO polypeptide cDNA #134. 

PN US2003105012-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; 

Best Local Similarity 55.3%; 
RESULT 794 

ID ADD51945 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003194779-A1. 
PD 16-OCT-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 795 

ID ADD02744 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003203431-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Score 126; DB 10; Length 3721; 



Score 126; DB 10; 
Pred. No. 2.4e-22; 



Length 3721; 



Length 3721; 



Pred. No. 2.4e-22; 



Query Match 4.0%; 
Best Local Similarity 55.3%; 
RESULT 796 

ID ADD02178 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003203430-A1. 
PD 30-OCT-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; 

Best Local Similarity 55.3%; 
RESULT 797 

ID ADD54360 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2003203432-A1. 



Score 126; DB 10; 
Pred. No. 2.4e-22; 



Length 3721; 



Length 3721; 



Length 3721; 



PD 30-OCT-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 798 

ID ADD92677 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003199030-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 799 

ID ADD91573 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003199055-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 800 

ID ADE04187 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003199057-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 801 

ID ADE32484 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003194765-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3721; 



Length 3721; 



Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 802 

ID ADE22416 standard; cDNA; 3721 BP. 

cDNA encoding human PRO polypeptide #272. 
US2003199056-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 803 

ID ADD79640 standard; cDNA; 3721 BP. 

cDNA encoding human PRO polypeptide #272. 
US2003203428-A1. 
30-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 804 

ID ADE42176 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003194772-A1. 
PD 16-OCT-2003. 



Length 3721; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3721; 



Length 3721; 



Score 126; DB 10; 
Pred. No. 2.4e-22; 



PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 805 

ID ADE17993 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003199023-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 806 

ID ADD92125 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003199053-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; 

Best Local Similarity 55.3%; 
RESULT 807 

ID ADE33588 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein 

PN US2003194767-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 808 

ID ADE34140 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein 

PN US2003194791-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 809 

ID ADD80192 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003207417-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 810 

ID ADD93229 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003194768-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 811 

ID ADE19649 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003199025-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 



Length 3721; 



Length 3721; 



Length 3721; 



PR04353 cDNA. 



Length 3721; 



PR04353 cDNA. 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Preci. No. 2.4e-22; 
RESULT 812 

ID ADE19097 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003199026-A1. 
PD 23-OCT-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 813 

ID ADE43293 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003199033-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 814 

ID ADD96082 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003199059-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 815 

ID ADE22968 standard; cDNA; 3721 BP. 

cDNA encoding human PRO polypeptide #272. 
US2003199064-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 816 

ID ADD79086 standard; cDNA; 3721 BP. 

cDNA encoding human PRO polypeptide #272. 
US2003203429-A1. 
30-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 817 

ID ADE33036 standard; cDNA; 3721 BP. 

Novel human secreted and transmembrane protein PR04353 cDNA. 
US2003194766-A1. 
16-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 10; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 818 

ID ADE42728 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003199032-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3721; 



Length 3721; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3721; 



Query Match 



4.0%; Score 126; DB 10; Length 3721; 



Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 819 

ID ADD80744 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003207418-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 820 

ID ADD89772 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003199028-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 821 

ID ADE41056 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003199031-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 822 

ID ADE04855 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003199034-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 823 

ID ADE92984 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003194777-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 824 

ID ADG21693 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207355-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 825 

ID ADG23334 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207384-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 



RESULT 826 

ID ADF97669 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003207370-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 827 

ID ADG80733 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003207373-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 828 

ID ADG80181 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003207372-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 12 6; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 829 

ID ADH55473 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207381-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 830 

ID ADH56025 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207379-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 831 

ID ADI64244 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207385-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 832 

ID ADI65193 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207386-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 833 



ID ADI63692 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207387-A1 . 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 834 

ID ADH82106 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207388-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 835 

ID ADH81554 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207377-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 10; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 836 

ID ACD24124 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2003032156-A1. 
PD 13-FEB-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 

Best Local Similarity 55.3%; Pred. No. 2.4e 
RESULT 837 

ID ACA06151 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #8. 
PN US2003032061-A1. 
PD 13-FEB-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 

Best Local Similarity 55.3%; Pred. No. 2.4e 
RESULT 838 

ID ACA67265 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003004311-A1. 
PD 02-JAN-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 

Best Local Similarity 55.3%; Pred. No. 2.4e 
RESULT 839 

ID ADM82723 standard; cDNA; 3721 BP. 
DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2003087355-A1. 
PD 08-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 11; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 840 

ID ADN16122 standard; cDNA; 3721 BP. 



10; Length 3721; 
-22; 



10; Length 3721; 
-22; 



10; Length 3721; 
-22; 



DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003087353-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 11; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 841 

ID ADN16751 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003087385-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 11; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 842 

ID ADN15570 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003087356-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 11; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 843 

ID ADN15018 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003087357-A1. 

PD 08-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 11; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 844 

ID ADC81280 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003092115-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 845 

ID ADD76728 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003100087-A1. 

PD 29-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 846 

ID ADD88092 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003092113-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 847 

ID ADD86496 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 



PN US2003203440-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 848 

ID ADE75944 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003211571-A1. 

PD 13-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 849 

ID ADE41517 standard; cDNA; 3721 BP. 

DE Human secreted/transmembrane PRO polypeptide cDNA #134. 

PN US2003100497-A1. 

PD 29-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 850 

ID ADE23520 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003092108-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 851 

ID ADE24072 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003092110-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 852 

ID ADE24715 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003092111-A1. 

PD 15-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 853 

ID ADD87540 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003203439-A1. 

PD 30-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 854 

ID ADE89406 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003199062-A1. 



PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 855 

ID ADE18545 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003194794-A1. 
16-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 856 

ID ADE88854 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003199Q54-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 857 

ID ADE94874 standard; cDNA; 3721 BP. 

cDNA encoding human PRO polypeptide #272. 
US2003199027-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 858 

ID ADE91285 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003199061-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 859 

ID ADE95426 standard; cDNA; 3721 BP. 

cDNA encoding human PRO polypeptide #272. 
US2003199052-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 860 

ID ADE93536 standard; cDNA; 3721 BP. 
Human PRO polynucleotide #272. 
US2003199060-A1. 
23-OCT-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 861 

ID ADF35117 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003199029-A1. 

PD 23-OCT-2003. 



Length 3721; 
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Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Score 126; DB 12; 
Pred. No. 2.4e-22; 



Length 3721; 



Score 126; 
Pred. No. 2. 



DB 12; 
4e-22; 



Length 3721; 



PA (GETH ) GENENTECH INC. 

Query Match 4.0%; 

Best Local Similarity 55.3%; 
RESULT 862 

ID ADE92432 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003199051-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; 

Best Local Similarity 55.3%; 
RESULT 863 

ID ADE90733 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003199063-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 864 

ID ADF09233 standard; cDNA; 3721 BP. 

DE Human secreted and transmembrane protein PR04353 cDNA. 

PN US2003134327-A1. 

PD 17-JUL-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 865 

ID ADE91880 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04 353 cDNA. 

PN US2003199058-A1. 

PD 23-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; 

Best Local Similarity 55.3%; 
RESULT 866 

ID ADG02459 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003207352-A1 . 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; 

Best Local Similarity 55.3%; 
RESULT 867 

ID ADG22245 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207360-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 868 

ID ADG20315 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003207376-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 



Score 126; DB 12; 
Pred. No. 2.4e-22; 



Length 3721; 



Score 126; DB 12; 
Pred. No. 2.4e-22; 



Length 3721; 



Score 
Pred. 
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DB 12; 
4e-22; 



Length 3721; 



Length 3721; 



126; 
No. 2, 



DB 12; 
4e-22; 
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Query Match 4.0%; 
Best Local Similarity 55.3%; 
RESULT 869 

ID ADF98221 standard; cDNA; 3721 
DE Human PRO polynucleotide #272. 
PN US2003207422-A1. 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; 

Best Local Similarity 55.3%; Pred. No. 2. 
RESULT 870 

ID ADG24438 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207426-A1 . 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 871 

ID ADF98792 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003208055-A1 . 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 

Best Local Similarity 55.3%; Pred. 
RESULT 872 

ID ADG03623 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003207351-A1. 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 

Best Local Similarity 55.3%; Pred. 
RESULT 873 

ID ADF99344 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003207353-A1 . 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 

Best Local Similarity 55.3%; Pred. 
RESULT 874 

ID ADG16929 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272, 
PN US2003207359-A1. 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; 

Best Local Similarity 55.3%; Pred. No. 2. 
RESULT 875 

ID ADG05388 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003207375-A1. 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 



126; 
No. 2 



DB 12; 
4e-22; 



Length 3721; 



126; 
No. 2. 



DB 12; 
4e-22; 



Length 3721; 



DB 12; 
4e-22; 



Length 3721; 



Query Match 



4.0%; Score 126; DB 12; Length 3721; 



Length 3721; 



Length 3721; 



Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 876 

ID ADG19655 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003207425-A1. 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 877 

ID ADG13492 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003207357-A1. 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 878 

ID ADG08549 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207424-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 879 

ID ADG15719 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003219885-A1. 

PD 27-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 880 

ID ADF97117 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003207371-A1 . 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 881 

ID ADG06302 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003207374-A1. 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 882 

ID ADG23886 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2003207389-A1 . 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



RESULT 883 

ID ADG04175 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003207423-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 884 

ID ADG25076 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207427-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 885 

ID ADG07373 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207350-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 886 

ID ADG07925 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207356-A1 . 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 887 

ID ADG55420 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003194778-A1. 

PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 888 

ID ADG61084 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04 353 cDNA. 

PN US2003207390-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 889 

ID ADG62188 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207428-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 890 



ID ADG82389 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003207358-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 891 

ID ADG57628 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207362-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 892 

ID ADG57076 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207364-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 893 

ID ADG55972 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207365-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 894 

ID ADG58732 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207368-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 895 

ID ADG71098 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207420-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 896 

ID ADG58180 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207363-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 897 

ID ADG53764 standard; cDNA; 3721 BP. 



Length 3721; 



DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207415-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721, 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 

RESULT 898 

ID ADG71650 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207421-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 8 99 

ID ADG81837 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003207805-A1. 
PD 06-NOV-2003. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 900 

ID ADH30799 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003077723-A1. 
PD 24-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 901 

ID ADH12166 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207419-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 



Length 3721; 



Length 3721; 



Score 126; DB 12; 

2.4e-22; 



Length 3721; 



Pred. No. 



Query Match 4.0%; 
Best Local Similarity 55.3%; 
RESULT 902 

ID ADG52588 standard; cDNA; 3721 BP. 

Novel human secreted and transmembrane protein PR04353 cDNA. 
US2003207414-A1. 
06-NOV-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 12; Length 3721 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 903 

ID ADG54316 standard; cDNA; 3721 BP. 

Novel human secreted and transmembrane protein PR04353 cDNA. 
US2003207416-A1. 
06-NOV-2003. 
(GETH ) GENENTECH INC. 
Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 904 

ID ADG81285 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #272. 
PN US2003194793-A1. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3721; 



PD 16-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 905 

ID ADG56524 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207366-A1 . 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 906 

ID ADH12790 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207378-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 907 

ID ADG61636 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207429-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 908 

ID ADH28723 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2003022331-A1. 

PD 30-JAN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 909 

ID ADG54868 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207367-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 910 

ID ADG59908 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207369-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 911 

ID ADH43700 standard; cDNA; 3721 BP. 
DE Human PRO polynucleotide #134. 
PN US2003224984-A1. 
PD 04-DEC-2003. 



PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 

Best Local Similarity 55.3%; Pred. No. 2.4e 
RESULT 912 

ID ADI81332 standard; cDNA; 3721 BP. 
DE cDNA encoding human PRO polypeptide #272. 
PN US2003207361-A1. 
PD 06-NOV-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 

Best Local Similarity 55.3%; Pred. No. 2.4e 
RESULT 913 

ID ADG10075 standard; cDNA; 3721 BP. 
DE Novel human secreted and transmembrane protein PR04353 cDNA. 
PN US2004009548-A1. 
PD 15-JAN-2004. 
PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 914 

ID ADI15546 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207382-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 915 

ID ADG09423 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2004009547-A1. 

PD 15-JAN-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 916 

ID ADI14878 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PRQ4353 cDNA. 

PN US2003207383-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 917 

ID ADI18473 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207349-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; Length 3721; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 918 

ID ADJ63754 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2004039164-A1. 

PD 26-FEB-2004. 

PA (GETH ) GENENTECH INC. 



12; Length 3721; 
-22; 



12; Length 3721; 
-22; 



Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 919 

ID ADJ77649 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #272. 

PN US2004038336-A1. 

PD 26-FEB-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 920 

ID ADK83045 standard; cDNA; 3721 BP. 

DE Human PRO polynucleotide #134. 

PN US2004043927-A1. 

PD 04-MAR-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 921 

ID ADJ65771 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2004038335-A1. 

PD 26-FEB-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 922 

ID ADM27907 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2004048333-A1. 

PD ll-MAR-2004 . 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 923 

ID ADM42631 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2004058424-A1. 

PD 25-MAR-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 924 

ID ADM28493 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2004077064-A1. 

PD 22-APR-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 4.0%; Score 126; DB 12; 

Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 925 

ID ADI95975 standard; cDNA; 3721 BP. 

DE cDNA encoding human PRO polypeptide #272. 

PN US2003077659-A1. 

PD 24-APR-2003. 

PA (GETH ) GENENTECH INC. 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Length 3721; 



Query Match 



4.0%; Score 126; DB 13; Length 3721; 



Best Local Similarity 55.3%; Pred. No. 2.4e-22; 
RESULT 926 

ID ADI96527 standard; cDNA; 3721 BP. 

DE Novel human secreted and transmembrane protein PR04353 cDNA. 

PN US2003207354-A1. 

PD 06-NOV-2003. 

PA (GETH ) GENENTECH INC. 



Query Match 4.0%; Score 

Best Local Similarity 55.3%; Pred. 
RESULT 927 

ID AAD08306 standard; cDNA; 888 BP. 
DE Human secreted protein-encoding gene 1 
PN WO200136440-A1. 
PD 25-MAY-2001. 

PA (HUMA-) HUMAN GENOME SCI INC. 

Query Match 4.0%; 

Best Local Similarity 51.0%; 
RESULT 928 

ID AAT72107 standard; cDNA to mRNA; 3692 BP. 
DE Rat semaphorin Z gene. 
PN WO9720928-A1. 
PD 12-JUN-1997. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 

Query Match 4.0%; Score 125.4; DB 2; 

Best Local Similarity 58.5%; Pred. No. 3.4e-22; 
RESULT 929 



126; DB 13; Length 3721; 
No. 2.4e-22; 



cDNA clone HKAHL26, SEQ ID NO: 34, 



Score 125.4; DB 4; 
Pred. No. 1.7e-22; 



ID 
DE 
PN 
PD 
PA 



ADS73258 standard; cDNA; 3279 BP. 

Human kidney tumour specific cDNA K1622P ORF #3. 



US2003109434-A1. 
12-JUN-2003. 
(CORI-) CORIXA CORP 
Query Match 
Best Local Similarity 
RESULT 930 
ID 



3.9%; Score 121.8; DB 7; 
49.6%; Pred. No. 2.9e-21; 



DE 
PN 
PD 
PA 



ADS73257 standard; cDNA; 3453 BP. 
Human kidney tumour specific cDNA K1622P ORF #2, 



US2003109434-A1. 
12-JUN-2003. 
(CORI-) CORIXA CORP 
Query Match 
Best Local Similarity 
RESULT 931 
ID 



3.9%; Score 121.8; DB 7; 
49.6%; Pred. No. 3e-21; 



DE 
PN 
PD 
PA 



ADS73256 standard; cDNA; 3606 BP. 
Human kidney tumour specific cDNA K1622P ORF #1 . 



.8; DB 7; 
3.1e-21; 



Length 888; 



Length 3692; 



Length 327 9; 



Length 3453; 



US2003109434-A1. 
12-JUN-2003. 
(CORI-) CORIXA CORP. 
Query Match 3.9%; Score 121 

Best Local Similarity 4 9.6%; Pred. No. 
RESULT 932 

ID ADD18221 standard; DNA; 3631 BP. 

DE Human molecule (MOL) protein MOL4c DNA sequence. 

PN WO2003003984-A2. 

PD 16-JAN-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.9%; Score 121.8; DB 10; 

Best Local Similarity 49.6%; Pred. No. 3.1e-21; 



Length 3606; 



Length 3631; 



RESULT 933 

ID ADJ34118 standard; cDNA; 3631 BP. 

DE Human cDNA encoding secreted protein N0V2b. 

PN WO2004000997-A2 . 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.9%; Score 121.8; DB 12; Length 3631; 

Best Local Similarity 49.6%; Pred. No. 3.1e-21; 
RESULT 934 

ID ADF72677 standard; cDNA; 3938 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 7. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 3938; 

Best Local Similarity 49.6%; Pred. No. 3.2e-21; 
RESULT 935 

ID ADF72703 standard; cDNA; 3938 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 33. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 3938; 

Best Local Similarity 49.6%; Pred. No. 3.2e-21; 
RESULT 936 

ID ADF72690 standard; cDNA; 3938 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 20. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 3938; 

Best Local Similarity 49.6%; Pred. No. 3.2e-21; 
RESULT 937 

ID ADJ34128 standard; cDNA; 4233 BP. 

DE Human cDNA encoding secreted protein NOV2g. 

PN WO2004000997-A2 . 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.9%; Score 121.8; DB 12; Length 4233; 

Best Local Similarity 49.6%; Pred. No. 3.3e-21; 
RESULT 938 

ID ADF72702 standard; cDNA; 4405 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 32. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4405; 

Best Local Similarity 49.6%; Pred. No. 3.4e-21; 
RESULT 939 

ID ADF72689 standard; cDNA; 4405 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 19. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4405; 

Best Local Similarity 49.6%; Pred. No. 3.4e-21; 
RESULT 940 



ID ADF72676 standard; cDNA; 4405 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 6. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4405; 

Best Local Similarity 49.6%; Pred. No. 3.4e-21; 
RESULT 941 

ID ABA00058 standard; cDNA; 4456 BP. 

DE CADHP-5 coding sequence, Incyte ID No: 2496174CB1. 
PN WO200259312-A2. 
PD 01-AUG-2002. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 3.9%; Score 121.8; DB 6; Length 4456; 

Best Local Similarity 49.6%; Pred. No. 3.4e-21; 
RESULT 942 

ID ADS73255 standard; cDNA; 4559 BP. 

DE Human kidney tumour specific full length cDNA K1622P. 

PN US2003109434-A1. 

PD 12-JUN-2003. 

PA (CORI-) CORIXA CORP. 

Query Match 3.9%; Score 121.8; DB 7; Length 4559; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 943 

ID ADR44043 standard; DNA; 4559 BP. 

DE Human kidney tumour associated gene clone-54 SEQ ID NO: 53. 

PN WO2004074506-A2. 

PD 02-SEP-2004. 

PA (MERG-) MERGEN LTD. 

Query Match 3.9%; Score 121.8; DB 13; Length 4559; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 944 

ID ADF72671 standard; cDNA; 4567 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO:l. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4567; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 945 

ID ADF72697 standard; cDNA; 4567 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 27. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4567; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 946 

ID ADF72684 standard; cDNA; 4567 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 14. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4567; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 947 

ID ADE07460 standard; DNA; 4 650 BP. 



DE Novel coding sequence (useful for identifying genetic disorders) #526. 

PN WO2003054152-A2. 

PD 03-JUL-2003. 

PA (HYSE-) HYSEQ INC. 

Query Match 3.9%; Score 121.8; DB 10; Length 4650; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 94 8 

ID ADF72699 standard; cDNA; 4675 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 29. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4 675; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 949 

ID ADF72673 standard; cDNA; 4675 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 3. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4675; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 950 

ID ADF72686 standard; cDNA; 4675 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 16. 

PN WO2003101400-A2 . 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4675; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 951 

ID ADF72701 standard; cDNA; 4703 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 31. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4703; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 952 

ID ADF72688 standard; cDNA; 4703 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 18. 

PN WO2003101400-A2 . 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4703; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 953 

ID ADF72675 standard; cDNA; 4703 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 5. 

PN WO2003101400-A2. 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4703; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 954 

ID ABK70008 standard; DNA; 4725 BP. 

DE cDNA encoding human Pro peptide #48. 



Score 121.8; DB 6; 
Pred. No. 3.5e-21; 



Length 4725; 



DE 
PN 
PD 
PA 



Score 121.8; DB 9; 
Pred. No. 3.5e-21; 



Length 4725; 



DE 
PN 
PD 
PA 



Length 4725; 



PN WO200224888-A2. 
PD 28-MAR-2002 . 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; 

Best Local Similarity 49.6%; 
RESULT 955 

ID ADA01363 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #48. 
US2003068779-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 956 

ID ADA43792 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003064474-A1. 
03-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 9; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 957 

ID ADA43560 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003073196-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 9; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 958 

ID ADA01235 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #48. 
US2003068782-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 9; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 959 

ID ADA01119 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003068780-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 9; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 960 

ID ADA43676 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003073190-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 9; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 961 

ID ADA06938 standard; cDNA; 4725 BP. 
DE Human PRO polynucleotide #48. 
PN US2003068781-A1. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 4725; 



Length 4725; 



Score 121.8; DB 9; 
Pred. No. 3.5e-21; 



Length 4725; 



PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; 

Best Local Similarity 49.6%; 
RESULT 962 

ID ADA08426 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003068783-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 9; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 963 

ID ADB99719 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide SEQ ID 95. 

PN US2003082728-A1. 

PD 01-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Score 121.8; DB 9; Length 4725; 



Pred. No. 3.5e-21; 



Score 121.8; DB 9; 
Pred. No. 3.5e-21; 



Length 4725; 



Score 121.8; DB 9; 
Pred. No. 3.5e-21; 



Length 4725; 



Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 964 

ID ADB87002 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #48. 
US2003082726-A1. 
01-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 965 

ID ADB66157 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003082729-A1. 
01-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 966 

ID ADB99835 standard; cDNA; 4725 BP. 

Human PRO polynucleotide SEQ ID 95. 
US2003073192-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 967 

ID ADB99490 standard; cDNA; 4725 BP. 

Novel human secreted and transmembrane protein PRO34001 cDNA. 
US2003082731-A1. 
01-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 10; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 968 

ID ADB66041 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34 001. 
PN US2003082732-A1 . 
PD 01-MAY-2003. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 121.8; DB 10; 
Pred. No. 3.5e-21; 



Length 4725; 



Score 121.8; DB 10; Length 4725; 
Pred. No. 3.5e-21; 



.8; DB 10; 
3.5e-21; 



Length 4725; 



Score 121.8; DB 10; Length 4725; 
Pred. No. 3.5e-21; 



PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 10; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 969 

ID ADC23439 standard; cDNA; 4725 BP. 

DE Human cDNA clone (SeqID 95) encoding the transmembrane PRO protein. 

PN US2003073193-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; 

Best Local Similarity 49.6%; 
RESULT 970 

ID ADC26132 standard; cDNA; 4725 BP. 
DE Human PRO34001 cDNA. 
PN US2003073194-A1. 
PD 17-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121. 

Best Local Similarity 49.6%; Pred. No. 
RESULT 971 

ID ADE04959 standard; cDNA; 4725 BP. 
DE Human PRO polynucleotide #48. 
PN US2003068778-A1 . 
PD 10-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; 

Best Local Similarity 49.6%; 
RESULT 972 

ID ADE11265 standard; cDNA; 4725 BP. 
DE Human PRO polynucleotide #48. 
PN US2003073191-A1. 
PD 17-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 10; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 973 

ID ADD88196 standard; cDNA; 4725 BP. 
DE Human PRO polynucleotide #48. 
PN US2003082733-A1 . 
PD 01-MAY-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121 

Best Local Similarity 49.6%; Pred. No. 
RESULT 974 

ID ADD95491 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001, 
PN US2003064473-A1. 
PD 03-APR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 10; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 975 

ID ADE06421 standard; cDNA; 4725 BP. 
DE Human PRO polynucleotide #48. 
PN US2003073195-A1. 
PD 17-APR-2003. 
PA (GETH ) GENENTECH INC. 



8; DB 10; Length 4725; 
3.5e-21; 



Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 976 

ID ADE38196 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003119120-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121 

Best Local Similarity 49.6%; Pred. No. 

RESULT 977 

ID ADD88312 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003073189-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 



Score 121.8; DB 10; Length 4725; 



Pred. No. 3.5e-21; 



8; DB 10; 
3.5e-21; 



Length 4725; 



Score 121.8; DB 10; Length 4725; 



Pred. No. 3.5e-21; 



Score 121.8; DB 10; 
Pred. No. 3.5e-21; 



Length 4725; 



Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 978 

ID ADD90893 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003073188-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 10; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 979 

ID ADF99448 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003078401-A1. 
24-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 980 

ID ADG06541 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #48. 
US2003077742-A1. 
24-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 981 

ID ADG05492 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #4 8. 
US2003077741-A1. 
24-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 10; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 982 

ID ADG82493 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #48. 
US2003077744-A1. 
24-APR-2003. 
(GETH ) GENENTECH INC. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 121.8; DB 10; 
Pred. No. 3.5e-21; 



Length 4725; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 4725; 



Query Match 



3.9%; Score 121.8; DB 10; Length 4725; 



Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 983 

ID ADE51746 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003104560-A1 . 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 984 

ID ADE51862 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003104561-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 4 9.6%; Pred. No. 3.5e-21; 
RESULT 985 

ID ADE37720 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003104564-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 986 

ID ADE37604 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003104565-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 987 

ID ADD95375 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003138901-A1. 

PD 24-JUL-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121. 

Best Local Similarity 49.6%; Pred. No. 
RESULT 988 

ID ADE38075 standard; cDNA; 4725 BP. 
DE Human PRO polynucleotide #48. 
PN US2003104566-A1. 
PD 05-JUN-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; 

Best Local Similarity 49.6%; 
RESULT 989 

ID ADE76164 standard; cDNA; 4725 BP. 
DE Human PRO polynucleotide #48. 
PN US2003124665-A1. 
PD 03-JUL-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; 

Best Local Similarity 49.6%; 



.8; DB 12; 
3.5e-21; 



Length 4725; 



Score 121.8; DB 12; 
Pred. No. 3.5e-21; 



Length 4725; 



Score 121.8; DB 12; 
Pred. No. 3.5e-21; 



Length 4725; 



Length 4725; 



Length 4725; 



Score 121.8; DB 12; Length 4725; 
Pred. No. 3.5e-21; 



RESULT 990 

ID ADE39487 standard; cDNA; 4725 BP. 
DE Human PRO polynucleotide #48. 
PN US2003119117-A1. 
PD 26-JUN-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 991 

ID ADE04291 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #48. 
US2003096364-A1. 
22-MAY-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 12; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 992 

ID ADE39888 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #4 8. 
US2003138896-A1. 
24-JUL-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 993 

ID ADE19753 standard; cDNA; 

Human PRO polynucleotide #48. 
US2003138903-A1. 
24-JUL-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 994 

ID ADE77331 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003124666-A1. 
03-JUL-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 12; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 995 

ID ADE65439 standard; cDNA; 4725 BP. 
DE Human PRO polynucleotide #48. 
PN US2003119116-A1. 
PD 26-JUN-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 996 

ID ADE76048 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #48. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



4725 BP. 



Score 121.8; DB 12; 
Pred. No. 3.5e-21; 



Length 4725; 



Length 4725; 



Length 4725; 



DE 
PN 
PD 
PA 



US2003124663-A1. 
03-JUL-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 997 



Score 121.8; DB 12; 
Pred. No. 3.5e-21; 



Length 4725; 



ID ADE37959 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003119119-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 998 

ID ADE64569 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003119114-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 999 

ID ADE38904 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003096363-A1 . 

PD 22-MAY-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1000 

ID ADE51978 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003104562-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1001 

ID ADD91009 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003138902-A1. 

PD 24-JUL-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1002 

ID ADE38788 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003108996-A1. 

PD 12-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1003 

ID ADE37488 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003104563-A1 . 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1004 

ID ADE06304 standard; cDNA; 4725 BP. 



DE Human PRO polynucleotide #48. 

PN US2003138898-A1. 

PD 24-JUL-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1005 

ID ADD90164 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/ transmembrane polypeptide PRO34001. 

PN US2003138904-A1. 

PD 24-JUL-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1006 

ID ADE38672 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003119086-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1007 

ID ADE39603 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003119118-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1008 

ID ADD89208 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003138897-A1. 

PD 24-JUL-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1009 

ID ADD88975 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #4 8. 

PN US2003138899-A1. 

PD 24-JUL-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1010 

ID ADE19869 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003138900-A1. 

PD 24-JUL-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1011 

ID ADE77447 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/ transmembrane polypeptide PRO34001. 



Score 121.8; DB 12; 
Pred. No. 3.5e-21; 



Length 4725; 



Length 4725; 



Length 4725; 



PN US2003124667-A1. 
PD 03-JUL-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 3.9%; 

Best Local Similarity 49.6%; 
RESULT 1012 

ID ADE65323 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #48. 
US2003119113-A1. 
26-JUN-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 12; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1013 

ID ADE39371 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #4 8. . 
US2003119115-A1. 
26-JUN-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 12; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1014 

ID ADE38556 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003104559-A1. 
05-JUN-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1015 

ID ADG11109 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003170809-A1. 
ll-SEP-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1016 

ID ADG10993 standard; cDNA; 4725 BP. 

Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
US2003077743-A1. 
24-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; Score 121.8; DB 12; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1017 

ID ADH31521 standard; cDNA; 4725 BP. 
Human PRO polynucleotide #48. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 4725; 



DE 
PN 
PD 
PA 



Score 121.8; DB 12; 
Pred. No. 3.5e-21; 



Length 4725; 



US2003119139-A1. 
26-JUN-2003. 
(GETH ) GENENTECH INC. 
Query Match 3.9%; 
Best Local Similarity 49.6%; 
RESULT 1018 

ID ADH38769 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
PN US2003119140-A1. 



PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1019 

ID ADH29404 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003119137-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1020 

ID ADH23707 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003119143-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1021 

ID ADH27037 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003119135-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1022 

ID ADH38305 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119124-A1. 

PD 26-JUN-2003. 

PA (GETH ). GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1023 

ID ADH26921 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34 001. 

PN US2003119134-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1024 

ID ADH38189 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119123-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1025 

ID ADH38885 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 
PN US2003119141-A1. 
PD 26-JUN-2003. 



PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1026 

ID ADH23823 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003119142-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 4 9.6%; Pred. No. 3.5e-21; 
RESULT 1027 

ID ADH40198 standard; cDNA; 4725 BP. 

DE Human PRO34001 cDNA. 

PN US2003119132-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1028 

ID ADH40083 standard; cDNA; 4725 BP. 

DE Human PRO34001 cDNA. 

PN US2003119133-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1029 

ID ADH31405 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003119138-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1030 

ID ADH29283 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/transmembrane polypeptide PRO34001. 

PN US2003119136-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1031 

ID ADH49498 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119127-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1032 

ID ADH51962 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119125-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 



Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1033 

ID ADH49817 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119128-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1034 

ID ADH52418 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119130-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1035 

ID ADH52534 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119129-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1036 

ID ADH58531 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119121-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1037 

ID ADH51846 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119126-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1038 

ID ADH58407 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119122-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1039 

ID ADI13604 standard; cDNA; 4725 BP. 

DE Novel human secreted and transmembrane protein PRO34001 cDNA. 

PN US2003119131-A1. 

PD 26-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 



Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1040 

ID ADK00860 standard; cDNA; 4725 BP. 

DE Human PRO polynucleotide #48. 

PN US2003186373-A1. 

PD 02-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1041 

ID ADL08601 standard; cDNA; 4725 BP. 

DE Human cDNA encoding secreted/ transmembrane polypeptide PRO34001. 

PN US2003186372-A1. 

PD 02-OCT-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1042 

ID ADL06475 standard; cDNA; 4725 BP. 

DE Human tumour-associated antigenic target (TAT) cDNA sequence #55. 

PN WO2004016225-A2 . 

PD 26-FEB-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4725; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1043 

ID ADF72687 standard; cDNA; 4731 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 17. 

PN WO2003101400-A2 . 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4731; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1044 

ID ADF72700 standard; cDNA; 4731 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 30. 

PN WO2003101400-A2 . 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4731; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1045 

ID ADF72674 standard; cDNA; 4731 BP. 

DE Human cancer-related gene nucleotide sequence SEQ ID NO: 4. 

PN WO2003101400-A2 . 

PD ll-DEC-2003. 

PA (AVAL-) AVALON PHARM INC. 

Query Match 3.9%; Score 121.8; DB 12; Length 4731; 

Best Local Similarity 49.6%; Pred. No. 3.5e-21; 
RESULT 1046 

ID AAD28946 standard; cDNA; 6408 BP. 

DE Human MOL4 cDNA. 

PN WO200206339-A2. 

PD 24-JAN-2002. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.9%; Score 121.8; DB 6; Length 6408; 

Best Local Similarity 49.6%; Pred. No. 4.1e-21; 



RESULT 1047 

ID ADD18201 standard; DNA; 6408 BP. 

DE Human molecule (MOL) protein MOL4a DNA sequence. 

PN WO2003003984-A2 . 

PD 16-JAN-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.9%; Score 121.8; DB 10; Length 6408; 

Best Local Similarity 49.6%; Pred. No. 4.1e-21; 
RESULT 1048 

ID ADJ34132 standard; cDNA; 6408 BP. 

DE Human cDNA encoding secreted protein NOV2i. 

PN WO2004000997-A2. 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.9%; Score 121.8; DB 12; Length 6408; 

Best Local Similarity 49.6%; Pred. No. 4.1e-21; 
RESULT 1049 

ID ADJ34116 standard; cDNA; 6408 BP. 

DE Human cDNA encoding secreted protein NOV2a. 

PN WO2004000997-A2 . 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.9%; Score 121.8; DB 12; Length 6408; 

Best Local Similarity 49.6%; Pred. No. 4.1e-21; 
RESULT 1050 

ID ABA04069 standard; cDNA; 2820 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 15. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.9%; Score 121.4; DB 6; Length 2820; 

Best Local Similarity 49.5%; Pred. No. 3.5e-21; 
RESULT 1051 

ID ABA04068 standard; cDNA; 2865 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 13. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.9%; Score 121.4; DB 6; Length 2865; 

Best Local Similarity 49.5%; Pred. No. 3.5e-21; 
RESULT 1052 

ID ABA04064 standard; cDNA; 3105 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 5. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.9%; Score 121.4; DB 6; Length 3105; 

Best Local Similarity 49.5%; Pred. No. 3.6e-21; 
RESULT 1053 

ID ABA04062 standard; cDNA; 3150 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO:l. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.9%; Score 121.4; DB 6; Length 3150; 

Best Local Similarity 49.5%; Pred. No. 3.7e-21; 
RESULT 1054 



ID ABA04065 standard; cDNA; 3237 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 7. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.9%; Score 121.4; DB 6; Length 3237; 

Best Local Similarity 49.5%; Pred. No. 3.7e-21; 
RESULT 1055 

ID ABA04063 standard; cDNA; 3282 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 3. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.9%; Score 121.4; DB 6; Length 3282; 

Best Local Similarity 49.5%; Pred. No. 3.7e-21; 
RESULT 1056 

ID ABA04067 standard; cDNA; 3411 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 11. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.9%; Score 121.4; DB 6; Length 3411; 

Best Local Similarity 49.5%; Pred. No. 3.8e-21; 
RESULT 1057 

ID ABA04066 standard; cDNA; 3456 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 9. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.9%; Score 121.4; DB 6; Length 3456; 

Best Local Similarity 49.5%; Pred. No. 3.8e-21; 
RESULT 1058 

ID ABA04070 standard; cDNA; 4074 BP. 

DE Human semaphorin G-like NHP polynucleotide sequence SEQ ID NO: 17. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.9%; Score 121.4; DB 6; Length 4074; 

Best Local Similarity 49.5%; Pred. No. 4.2e-21; 
RESULT 1059 

ID ADD18219 standard; DNA; 4233 BP. 

DE Human molecule (MOD protein MOL4b DNA sequence. 

PN WO2003003984-A2. 

PD 16-JAN-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.8%; Score 120.2; DB 10; Length 4233; 

Best Local Similarity 49.5%; Pred. No. 8.9e-21; 
RESULT 1060 

ID AAX84077 standard; DNA; 963 BP. 

DE Degenerate Mouse ZSMF-3 coding sequence. 

PN W09932622-A2. 

PD 01-JUL-1999. 

PA (ZYMO ) ZYMOGENETICS INC. 

Query Match 3.8%; Score 120; DB 2; Length 963; 

Best Local Similarity 33.2%; Pred. No. 4.8e-21; 
RESULT 1061 

ID AAA23432 standard; cDNA; 4144 BP. 



DE cDNA encoding human secreted protein vb21_l, SEQ ID NO: 19. 

PN WO200011015-A1. 

PD 02-MAR-2000. 

PA (ALPH-) ALPHAGENE INC. 

Query Match 3.8%; Score 119.2; DB 3; Length 4144; 

Best Local Similarity 49.4%; Pred. No. 1.6e-20; 
RESULT 1062 

ID AAX84067 standard; DNA; 963 BP. 

DE Degenerate Human ZSMF-3 coding sequence. 

PN W09932622-A2. 

PD 01-JUL-1999. 

PA (ZYMO ) ZYMOGENETICS INC. 

Query Match 3.8%; Score 118.4; DB 2; Length 963; 

Best Local Similarity 34.3%; Pred. No. 1.3e-20; 
RESULT 1063 

ID AAF29451 standard; cDNA; 2811. BP. 
DE Human TANGO 27 6 cDNA. 
PN WO200100638-A2. 
PD 04-JAN-2001. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 3.7%; Score 115.6; DB 4; Length 2811; 

Best Local Similarity 51.9%; Pred. No. 1.2e-19; 
RESULT 1064 

ID ACD66760 standard; cDNA; 2811 BP. 

DE Secreted polypeptide-related cDNA #44. 

PN US2003022279-A1. 

PD 30-JAN-2003. 

PA (FRAS/) FRASER C C. 

PA (BARN/) BARNES T M. 

PA (SHAR/) SHARP J D. 

PA (KIRS/) KIRST S J. 

PA (MYER/) MYERS P S. 

PA (LEIB/) LEI BY K R. 

PA (HOLT/) HOLTZMAN D A. 

PA (MCCA/) MCCARTHY S A. 

PA (WRIG/) WRIGHTON N. 

PA (MACK/) MAC KAY C R. 

PA (GOOD/) GOODEARL ADJ. 

Query Match 3.7%; Score 115.6; DB 8; Length 2811; 

Best Local Similarity 51.9%; Pred. No. 1.2e-19; 
RESULT 1065 

ID ADB90748 standard; cDNA; 2811 BP. 
DE Human cDNA encoding TANGO 27 6. 
PN US2003082586-A1 . 
PD 01-MAY-2003. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 3.7%; Score 115.6; DB 9; Length 2811; 

Best Local Similarity 51.9%; Pred. No. 1.2e-19; 
RESULT 1066 

ID ADF71483 standard; cDNA; 2811 BP. 
DE Human TANGO 276 cDNA. 
PN US2003175733-A1. 
PD 18-SEP-2003. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 3.7%; Score 115.6; DB 10; Length 2811; 

Best Local Similarity 51.9%; Pred. No. 1.2e-19; 
RESULT 1067 



Score 115.6; DB 12; 
Pred. No. 1.2e-19; 



Length 2811; 



Length 2331; 



ID ADQ10309 standard; cDNA; 2811 BP. 
DE Human polynucleotide #51. 
PN US2004121396-A1. 
PD 24-JUN-2004. 

PA (MILL- ) MILLENNIUM PHARM INC. 

Query Match 3.7%; 

Best Local Similarity 51.9%; 
RESULT 1068 

ID ABD32607 standard; cDNA; 2675 BP. 

Mouse cancer-associated cDNA MR7-239.1. 
WO2004074320-A2. 
02-SEP-2004. 

(SAGR-) SAGRES DISCOVERY INC. 
Query Match 3.6%; Score 114.4; DB 13; Length 2675; 

Best Local Similarity 50.4%; Pred. No. 2.5e-19; 
RESULT 1069 

ID AAV07280 standard; cDNA to mRNA; 2331 BP. 
Rat semaphorin W encoding cDNA. 
W09815628-A1. 
16-APR-1998. 

(SUMU ) SUMITOMO PHARM CO LTD. 
Query Match 3.6%; Score 113.8; DB 2; 

Best Local Similarity 48.7%; Pred. No. 3.4e-19; 
RESULT 1070 

ID AAV07279 standard; cDNA to mRNA; 4008 BP. 

Rat semaphorin W encoding cDNA with 5 1 UTR and 3'UTR. 
W09815628-A1. 
16-APR-1998. 

(SUMU ) SUMITOMO PHARM CO LTD. 
Query Match 3.6%; 
Best Local Similarity 48.7%; 
RESULT 1071 

ID AAF93776 standard; cDNA; 2971 BP. 

Human cDNA encoding a membrane or secretory protein clone PSEC0074. 
EP1067182-A2. 
10-JAN-2001. 
(HELI-) HELIX RES INST. 
Query Match 3.5%; Score 111; DB 5; Length 2971; 

Best Local Similarity 51.4%; Pred. No. 2.1e-18; 
RESULT 1072 

ID ABK62744 standard; cDNA; 344 BP. 

DE Rat sequence differentially expressed in response to a hepatotoxin #651. 

PN WO200210453-A2. 

PD 07-FEB-2002. 

PA (GENE-) GENE LOGIC INC. 

Query Match 3.5%; Score 110; DB 6; Length 344; 

Best Local Similarity 70.6%; Pred. No. 1.3e-18; 
RESULT 1073 

ID ADB56646 standard; DNA; 344 BP. 

DE Toxicity- related gene, SEQ ID 1672. 

PN WO2003064624-A2. 

PD 07-AUG-2003. 

PA (GENE-) GENE LOGIC INC. 

Query Match 3.5%; Score 110; DB 10; Length 344; 

Best Local Similarity 70.6%; Pred. No. 1.3e-18; 
RESULT 1074 

ID ADB51177 standard; DNA; 344 BP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 113.8; DB 2; 
Pred. No. 4.4e-19; 



Length 4008; 



SEQ ID NO: 7294, 



DE Primary rat hepatocyte toxicity modelling related gene SEQ ID NO: 1719. 

PN WO2003065993-A2. 

PD 14-AUG-2003. 

PA (GENE-) GENE LOGIC INC. 

Query Match 3.5%; Score 110; DB 10; Length 344; 

Best Local Similarity 70.6%; Pred. No. 1.3e-18; 
RESULT 1075 

ID AAH10459 standard; cDNA; 557 BP. 
DE Human cDNA clone ( 3' -primer) 
PN EP1074617-A2. 
PD 07-FEB-2001. 
PA (HELI-) HELIX RES INST. 

Query Match 3.4%; Score 107.8; DB 4; Length 557; 

Best Local Similarity 98.2%; Pred. No. 6.5e-18; 
RESULT 1076 

ID ADR67095 standard; cDNA; 2606 BP. 

DE Human cancer associated gene cDNA sequence SEQ ID NO: 141. 
PN WO2004074321-A2. 
PD 02-SEP-2004. 

PA (SAGR-) SAGRES DISCOVERY INC. 

Query Match 3.4%; Score 106.8; DB 13; Length 2606; 

Best Local Similarity 51.8%; Pred. No. 2.6e-17; 
RESULT 1077 

ID ABA04074 standard; cDNA; 2094 BP. 

Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 24. 
WO200188133-A2. 
22-NOV-2001. 

(LEXI-) LEXICON GENETICS INC. 
Query Match 3.4%; Score 105.4; DB 6; Length 2094; 

Best Local Similarity 47.2%; Pred. No. 5.5e-17; 
RESULT 1078 

ID ABA04076 standard; cDNA; 2517 BP. 

Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 28. 
WO200188133-A2. 
22-NOV-2001. 

(LEXI-) LEXICON GENETICS INC. 
Query Match 3.4%; Score 105.4; DB 6; 

Best Local Similarity 47.2%; Pred. No. 6e-17; 
RESULT 1079 

ID ABA04078 standard; cDNA; 2598 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 32, 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.4%; Score 105.4; DB 6; 

Best Local Similarity 47.2%; Pred. No. 6.1e-17; 
RESULT 1080 

ID ABA04087 standard; cDNA; 2951 BP. 

DE Human semaphorin G-like NHP polynucleotide sequence SEQ ID NO: 50. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 2517; 



Length 2598; 



Query Match 3.4%; Score 105. 

Best Local Similarity 47.2%; Pred. No. 
RESULT 1081 

ID AAX84076 standard; DNA; 1047 BP. 
DE Mouse ZSMF-3 coding sequence. 



DB 6; 
5e-17; 



Length 2951; 



Score 104.8; DB 2; 
Pred. No. 5.6e-17; 



Length 1047; 



PN W09932622-A2. 
PD 01-JUL-1999. 
PA (ZYMO ) ZYMOGENETICS INC. 

Query Match 3.3%; 

Best Local Similarity 53.0%; 
RESULT 1082 

ID AAF90251 standard; DNA; 2337 BP. 

DE Nucleotide sequence of a semaphorin polypeptide designated ZSMF- 
PN WO200140278-A2. 
PD 07-JUN-2001. 
PA (ZYMO ) ZYMOGENETICS INC. 

Query Match 3.3%; Score 102.8; DB 4; 

Best Local Similarity 31.2%; Pred. No. 2.9e-16; 
RESULT 1083 

ID ABA97363 standard; cDNA; 2337 BP. 

Degenerate nucleotide sequence of human ZSMF-16. 
US2001049432-A1. 



Length 2337; 



DE 
PN 
PD 
PA 
PA 



3.3%; Score 102.8; DB 6; 
31.2%; Pred. No. 2.9e-16; 



06-DEC-2001. 
(HOLL/) HOLLOWAY J 
(FOLE/) FOLEY K P. 
Query Match 
Best Local Similarity 
RESULT 1084 

ID AAZ87977 standard; DNA; 4024 BP. 

DE Mouse semaphorin W polypeptide encoding DNA. 

PN WO200006725-A1. 

PD 10-FEB-2000. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 



Length 2337; 



SEQ ID NO: 1148. 



Query Match 3.3%; 
Best Local Similarity 48.0%; 
RESULT 1085 

ID AAH94461 standard; cDNA; 2036 BP 
DE Human foetal cDNA, 
PN WO200155339-A2. 
PD 02-AUG-2001. 
PA (HYSE-) HYSEQ INC. 

Query Match 3.3%; 

Best Local Similarity 47.1%; 
RESULT 108 6 

ID ABA04073 standard; 



Score 102.6; DB 3; 
Pred. No. 4.3e-16; 



Length 4024; 



Score 102.4; DB 5; 
Pred. No. 3.4e-16; 



Length 2036; 



DE 
PN 
PD 
PA 



cDNA; 2109 BP. 

Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 22. 
WO200188133-A2. 
22-NOV-2001. 

(LEXI-) LEXICON GENETICS INC. 
Query Match 3.3%; Score 102.4; DB 6; Length 2109; 

Best Local Similarity 47.1%; Pred. No. 3.5e-16; 
RESULT 1087 

ID ABA04075 standard; cDNA; 2532 BP. 

Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 26. 
WO200188133-A2. 
22-NOV-2001. 

(LEXI-) LEXICON GENETICS INC. 



DE 
PN 
PD 
PA 



3.3%; 
47.1%; 



Query Match 
Best Local Similarity 
RESULT 1088 

ID ABX70813 standard; cDNA; 2575 BP. 
DE Novel human cDNA sequence #38. 



Score 102, 



Pred. No. 



DB 6; 
8e-16; 



Length 2532; 



PN WO200281731-A2. 

PD 17-OCT-2002. 

PA (HYSE-) HYSEQ INC. 

PA (GOOD/) GOODRICH R W. 

Query Match 3.3%; Score 102.4; DB 8; Length 2575; 

Best Local Similarity 47.1%; Pred. No. 3.9e-16; 
RESULT 1089 

ID ABA04077 standard; cDNA; 2613 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 30. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.3%; Score 102.4; DB 6; Length 2613; 

Best Local Similarity 47.1%; Pred. No. 3.9e-16; 
RESULT 1090 

ID ADG76108 standard; cDNA; 1327 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 21) 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 1327; 

Best Local Similarity 50.0%; Pred. No. 3.5e-16; 
RESULT 1091 

ID ADF45331 standard; cDNA; 1327 BP. 

DE Human semaphorin-like protein NOV2e encoding cDNA SEQ ID NO: 21. 

PN WO2003102584-A2 . 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 1327; 

Best Local Similarity 50.0%; Pred. No. 3.5e-16; 
RESULT 1092 

ID ADO40265 standard; cDNA; 1327 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2e. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 1327; 

Best Local Similarity 50.0%; Pred. No. 3.5e-16; 
RESULT 1093 

ID ADG76110 standard; cDNA; 1492 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 23) 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 14 92; 

Best Local Similarity 50.0%; Pred. No. 3.8e-16; 
RESULT 1094 



ID ADF45333 standard; cDNA; 1492 BP. 

DE Human semaphorin-like protein N0V2f encoding cDNA SEQ ID NO: 23. 

PN WO2003102584-A2. 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 1492; 

Best Local Similarity 50.0%; Pred. No. 3.8e-16; 
RESULT 1095 

ID ADO40267 standard; cDNA; 1492 BP. 

Human cDNA encoding semaphorin-like protein NOV2f . 
US2004018977-A1. 



DE 
PN 
PD 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 



29-JAN-2004. 

(ALVA/) ALVAREZ E. 

(ANDE/) ANDERSON D W. 

(DHAN/) DHANABAL M. 

(KHRA/) KHRAMTSOV N V. 

(LARO/) LAROCHELLE W J. 

(LICH/) LICHENSTEIN H S. 

(LILL/) LI L. 

(OOIC/) OOI C E. 

(PADI/) PADIGARU M. 

(SHIM/) SHIMKETS R A. 

(ZHON/) ZHONG M. 

3. 



Query Match 



2%; 



50.0%; 



Score 102; DB 12; Length 1492; 
Pred. No. 3.8e-16; 



Best Local Similarity 
RESULT 1096 

ID ADG76120 standard; cDNA; 1878 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 33) 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 1878; 

Best Local Similarity 50.0%; Pred. No. 4.2e-16; 
RESULT 1097 

ID ADF45343 standard; cDNA; 1878 BP. 

DE Human semaphorin-like protein NOV2k encoding cDNA SEQ ID NO: 33. 

PN WO2003102584-A2. 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 1878; 

Best Local Similarity 50.0%; Pred. No. 4.2e-16; 
RESULT 1098 

ID ADO40277 standard; cDNA; 1878 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2k. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 



Query Match 3.2%; Score 102; DB 12; Length 1878; 

Best Local Similarity 50.0%; Pred. No. 4.2e-16; 
RESULT 1099 

ID AAA93630 standard; cDNA; 1890 BP. 

DE Human semaphorin protein-like splice variant SECX pCR2 . 1-2864933 cDNA. 

PN WO200053742-A2. 

PD 14-SEP-2000. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 3; Length 1890; 

Best Local Similarity 50.0%; Pred. No. 4.2e-16; 
RESULT 1100 

ID ADA23359 standard; cDNA; 1890 BP. 

DE cDNA encoding human SECX polypeptide, SEC3 #2. 

PN US2003054514-A1. 

PD 20-MAR-2003. 

PA (SHIM/) SHIMKETS R A. 

PA (LARO/) LAROCHELLE W J. 

Query Match 3.2%; Score 102; DB 9; Length 1890; 

Best Local Similarity 50.0%; Pred. No. 4.2e-16; 
RESULT 1101 

ID ADA23306 standard; cDNA; 1890 BP. 

DE cDNA encoding human SECX polypeptide. 

PN US2003054514-A1. 

PD 20-MAR-2003 . 

PA (SHIM/) SHIMKETS R A. 

PA (LARO/) LAROCHELLE W J. 

Query Match 3.2%; Score 102; DB 9; Length 1890; 

Best Local Similarity 50.0%; Pred. No. 4.2e-16; 
RESULT 1102 

ID ADG76122 standard; cDNA; 1908 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 35) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 1908; 

Best Local Similarity 50.0%; Pred. No. 4.2e-16; 
RESULT 1103 

ID ADF45345 standard; cDNA; 1908 BP. 

DE Human semaphorin-like protein NOV21 encoding cDNA SEQ ID NO: 35. 

PN WO2003102584-A2. 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 1908; 

Best Local Similarity 50.0%; Pred. No. 4.2e-16; 
RESULT 1104 

ID ADO40279 standard; cDNA; 1908 BP. 

DE Human cDNA encoding semaphorin-like protein NOV21. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 



PA (PADI/) PADIGARU M. 
PA (SHIM/) SHIMKETS R A. 
PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 1908; 

Best Local Similarity 50.0%; Pred. No. 4.2e-16; 
RESULT 1105 

ID ADG76102 standard; cDNA; 1921 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 15). 

PN WO2003085096-A2. 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 1921; 

Best Local Similarity 50.0%; Pred. No. 4.3e-16; 
RESULT 1106 

ID ADF45325 standard; cDNA; 1921 BP. 

DE Human semaphorin-like protein NOV2b encoding cDNA SEQ ID NO: 15. 

PN WO2003102584-A2 . 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 1921; 

Best Local Similarity 50.0%; Pred. No. 4.3e-16; 
RESULT 1107 

ID ADO40259 standard; cDNA; 1921 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2b. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 1921; 

Best Local Similarity 50.0%; Pred. No. 4.3e-16; 
RESULT 1108 

ID ADG76136 standard; cDNA; 1948 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 49) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 1948; 

Best Local Similarity 50.0%; Pred. No. 4.3e-16; 
RESULT 1109 

ID ADF45359 standard; cDNA; 1948 BP. 

DE Human semaphorin-like protein NOV2s encoding cDNA SEQ ID NO: 49. 

PN WO2003102584-A2 . 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 1948; 

Best Local Similarity 50.0%; Pred. No. 4.3e-16; 
RESULT 1110 

ID ADO40293 standard; cDNA; 1948 BP. 



DE Human cDNA encoding semaphorin-like protein N0V2s. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 1948; 

Best Local Similarity 50.0%; Pred. No. 4.3e-16; 
RESULT 1111 

ID ADL13273 standard; cDNA; 2278 BP. 

DE Human steroid-induced C3A liver cell cDNA #1002. 

PN US6673549-B1. 

PD 06-JAN-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 3.2%; Score 102; DB 12; Length 2278; 

Best Local Similarity 50.0%; Pred. No. 4.6e-16; 
RESULT 1112 

ID ADG76138 standard; cDNA; 2583 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 51) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 2583; 

Best Local Similarity 50.0%; Pred. No. 4.9e-16; 
RESULT 1113 

ID ADF45361 standard; cDNA; 2583 BP. 

DE Human semaphorin-like protein NOV2t encoding cDNA SEQ ID NO: 51. 

PN WO2003102584-A2. 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 2583; 

Best Local Similarity 50.0%; Pred. No. 4.9e-16; 
RESULT 1114 

ID ADO40295 standard; cDNA; 2583 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2t. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 2583; 



Best Local Similarity 50.0%; Pred. No. 4.9e-16; 
RESULT 1115 

ID ADG76140 standard; cDNA; 2634 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 53) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 2634; 

Best Local Similarity 50.0%; Pred. No. 5e-16; 
RESULT 1116 

ID ADF45363 standard; cDNA; 2634 BP. 

DE Human semaphorin-like protein NOV2u encoding cDNA SEQ ID NO: 53. 

PN WO2003102584-A2 . 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 2634; 

Best Local Similarity 50.0%; Pred. No. 5e-16; 
RESULT 1117 

ID ADO40297 standard; cDNA; 2634 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2u. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 2634; 

Best Local Similarity 50.0%; Pred. No. 5e-16; 
RESULT 1118 

ID ADG76116 standard; cDNA; 2944 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 29) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 2944; 

Best Local Similarity 50.0%; Pred. No. 5.3e-16; 
RESULT 1119 

ID ADF45339 standard; cDNA; 2944 BP. 

DE Human semaphorin-like protein NOV2i encoding cDNA SEQ ID NO: 29. 

PN WO2003102584-A2. 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 2944; 

Best Local Similarity 50.0%; Pred. No. 5.3e-16; 
RESULT 1120 

ID ADO40273 standard; cDNA; 2944 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2i. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 



PA 


(ANDE/) 


ANDERSON D W. 


PA 


(DHAN/) 


DHANABAL M. 


PA 


( KHRA/ ) 


KHRAMTSOV N V. 


PA 


(LARO/ ) 


LAROCHELLE W J. 


PA 


(LICH/) 


LICHENSTEIN H S. 


PA 


(LILL/) 


LI L. 


PA 


(OOIC/) 


OOI C E. 


PA 


(PADI/) 


PADIGARU M. 


PA 


(SHIM/) 


SHIMKETS R A. 


PA 


(2HON/) 


ZHONG M. 



Score 102; DB 12; 
Pred. No. 5.3e-16; 



Length 2944; 



Query Match 3.2%; 
Best Local Similarity 50.0%; 
RESULT 1121 

ID ADG76106 standard; cDNA; 2995 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 19) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 2995; 

Best Local Similarity 50.0%; Pred. No. 5.3e-16; 
RESULT 1122 

ID ADF45329 standard; cDNA; 2995 BP. 

DE Human semaphorin-like protein NOV2d encoding cDNA SEQ ID NO: 19. 

PN WO2003102584-A2 . 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; 

Best Local Similarity 50.0%; Pred. No. 5.3e-16; 
RESULT 1123 

ID ADO40263 standard; cDNA; 2995 BP. 

Human cDNA encoding semaphorin-like protein NOV2d. 
US2004018977-A1. 
29-JAN-2004. 
(ALVA/) ALVAREZ E. 

ANDERSON D W. 
DHANABAL M. 
KHRAMTSOV N V. 
LAROCHELLE W J. 
LICHENSTEIN H S. 
LI L. 



Length 2995; 



DE 
PN 
PD 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 



(ANDE/) 
(DHAN/) 
(KHRA/) 
(LARO/) 
(LICH/) 
(LILL/) 
(OOIC/) OOI C E. 

PADIGARU M. 
SHIMKETS R A. 
ZHONG M. 



3.2%; Score 102; DB 12; Length 2995; 
50.0%; Pred. No. 5.3e-16; 



(PADI/) 
(SHIM/) 
(ZHON/) 
Query Match 
Best Local Similarity 
RESULT 1124 

ID ADG76114 standard; cDNA; 3055 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 27) . 
PN WO2003085096-A2 . 
PD 16-OCT-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; 

Best Local Similarity 50.0%; 
RESULT 1125 

ID ADF45337 standard; cDNA; 3055 BP. 

DE Human semaphorin-like protein NOV2h encoding cDNA SEQ ID NO: 27. 



Score 102; DB 10; 
Pred. No. 5.4e-16; 



Length 3055; 



PN WO2003102584-A2 . 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 3055; 

Best Local Similarity 50.0%; Pred. No. 5.4e-16; 
RESULT 1126 

ID ADO40271 standard; cDNA; 3055 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2h. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 3055; 

Best Local Similarity 50.0%; Pred. No. 5.4e-16; 
RESULT 1127 

ID ADG76104 standard; cDNA; 3106 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 17) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 3106; 

Best Local Similarity 50.0%; Pred. No. 5.4e-16; 
RESULT 1128 

ID ADF45327 standard; cDNA; 3106 BP. 

DE Human semaphorin-like protein NOV2c encoding cDNA SEQ ID NO: 17. 

PN WO2003102584-A2. 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 3106; 

Best Local Similarity 50.0%; Pred. No. 5.4e-16; 
RESULT 1129 

ID ADO40261 standard; cDNA; 3106 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2c. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 3106; 

Best Local Similarity 50.0%; Pred. No. 5.4e-16; 



RESULT 1130 

ID ADG76134 standard; cDNA; 3165 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 47) . 

PN WO2003085096-A2. 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 3165; 

Best Local Similarity 50.0%; Pred. No. 5.5e-16; 
RESULT 1131 

ID ADF45357 standard; cDNA; 3165 BP. 

DE Human semaphorin-like protein NOV2r encoding cDNA SEQ ID NO: 47. 

PN WO2003102584-A2. 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 3165; 

Best Local Similarity 50.0%; Pred. No. 5.5e-16; 
RESULT 1132 

ID ADO40291 standard; cDNA; 3165 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2r. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 3165; 

Best Local Similarity 50.0%; Pred. No. 5.5e-16; 
RESULT 1133 

ID AAA93618 standard; DNA; 3333 BP. 

DE Human semaphorin protein-like splice variant SECX 2864933-2 DNA. 

PN WO200053742-A2. 

PD 14-SEP-2000. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 3; Length 3333; 

Best Local Similarity 50.0%; Pred. No. 5.6e-16; 
RESULT 1134 

ID ADA23282 standard; cDNA; 3333 BP. 

DE cDNA encoding human SECX polypeptide, SEC3 #1. 

PN US2003054514-A1. 

PD 20-MAR-2003. 

PA (SHIM/) SHIMKETS R A. 

PA (LARO/) LAROCHELLE W J. 

Query Match 3.2%; Score 102; DB 9; Length 3333; 

Best Local Similarity 50.0%; Pred. No. 5.6e-16; 
RESULT 1135 

ID AAA93617 standard; DNA; 3498 BP. 

DE Human semaphorin protein-like splice variant SECX 2864933-1 DNA. 

PN WO200053742-A2. 

PD 14-SEP-2000. 

PA (CURA-) CURAGEN CORP. 



Query Match 3.2%; Score 102; DB 3; Length 3498; 

Best Local Similarity 50.0%; Pred. No. 5.7e-16; 
RESULT 1136 

ID ADA23280 standard; cDNA; 3498 BP. 

DE cDNA encoding human SECX polypeptide, SEC2 . 

PN US2003054514-A1. 

PD 20-MAR-2003. 

PA (SHIM/) SHIMKETS R A. 

PA (LARO/) LAROCHELLE W J. 

Query Match 3.2%; Score 102; DB 9; Length 3498; 

Best Local Similarity 50.0%; Pred. No. 5.7e-16; 
RESULT 1137 

ID ADG76118 standard; cDNA; 3498 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 31) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 3498; 

Best Local Similarity 50.0%; Pred. No. 5.7e-16; 
RESULT 1138 

ID ADF45341 standard; cDNA; 3498 BP. 

DE Human semaphorin-like protein NOV2j encoding cDNA SEQ ID NO: 31. 

PN WO2003102584-A2. 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 3498; 

Best Local Similarity 50.0%; Pred. No. 5.7e-16; 
RESULT 1139 

ID ADO40275 standard; cDNA; 3498 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2 j . 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 102; DB 12; Length 3498; 

Best Local Similarity 50.0%; Pred. No. 5.7e-16; 
RESULT 1140 

ID AAV44295 standard; cDNA; 3550 BP. 

DE Human secreted protein clone CJ145_1 cDNA. 

PN WO9827205-A2. 

PD 25-JUN-1998. 

PA (GEMY ) GENETICS INST INC. 

Query Match 3.2%; Score 102; DB 2; Length 3550; 

Best Local Similarity 50.0%; Pred. No. 5.8e-16; 
RESULT 1141 

ID AAF98469 standard; cDNA; 3550 BP. 

DE Human cDNA clone CJ145_1 sequence SEQ ID 160. 

PN WO200119988-A1. 



PD 22-MAR-2001. 

PA (GEMY ) GENETICS INST INC. 

Query Match 3.2%; Score 102; DB 5; Length 3550; 

Best Local Similarity 50.0%; Pred. No. 5.8e-16; 
RESULT 1142 

ID AAD01233 standard; DNA; 3862 BP. 
DE Human semaphorin 6A-1 cDNA. 
PN WO200031252-A1. 
PD 02-JUN-2000. 

PA (PLAC ) MAX PLANCK GES FOERDERUNG WISSENSCHAFTEN . 

Query Match 3.2%; Score 102; DB 3; Length 3862; 

Best Local Similarity 50.0%; Pred. No. 6e-16; 
RESULT 1143 

ID ADA23361 standard; cDNA; 4250 BP. 

DE cDNA encoding human SECX polypeptide, SEC15 . 

PN US2003054514-A1. 

PD 20-MAR-2003. 

PA (SHIM/) SHIMKETS R A. 

PA (LARO/ ) LAROCHELLE W J. 

Query Match 3.2%; Score 102; DB 9; Length 4250; 

Best Local Similarity 50.0%; Pred. No. 6.3e-16; 
RESULT 1144 

ID ADG76100 standard; cDNA; 4250 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 13) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 10; Length 4250; 

Best Local Similarity 50.0%; Pred. No. 6.3e-16; 
RESULT 1145 

ID ADG39670 standard; cDNA; 4250 BP. 

DE Human cDNA #30 of gene differentially expressed in colorectal cancer. 
PN US2003186302-A1. 
PD 02-OCT-2003. 
PA (WANG/) WANG Y. 

Query Match 3.2%; Score 102; DB 12; Length 4250; 

Best Local Similarity 50.0%; Pred. No. 6.3e-16; 
RESULT 1146 

ID ADG39719 standard; cDNA; 4250 BP. 

DE Human cDNA #30 of gene differentially expressed in colorectal cancer. 
PN US2003186303-A1. 
PD 02-OCT-2003. 
PA (WANG/) WANG Y. 

Query Match 3.2%; Score 102; DB 12; Length 4250; 

Best Local Similarity 50.0%; Pred. No. 6.3e-16; 
RESULT 1147 

ID ADF45323 standard; cDNA; 4250 BP. 

DE Human semaphorin-like protein NOV2a encoding cDNA SEQ ID NO: 13. 

PN WO2003102584-A2. 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 102; DB 12; Length 4250; 

Best Local Similarity 50.0%; Pred. No. 6.3e-16; 
RESULT 1148 

ID ADO40257 standard; cDNA; 4250 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2a. 
PN US2004018977-A1. 



PD 


29- JAN - 


2004 . 


PA 


(ALVA/) 


ALVAREZ E . 


PA 


(ANDE/ ) 


ANDERSON D W. 


PA 


(DHAN/) 


DHANABAL M. 


PA 


( KHRA/ ) 


KHRAMTSOV N V. 


PA 


(LARO/) 


LAROCHELLE W J. 


PA 


(LICH/) 


LICHENSTEIN H S. 


PA 


(LILL/) 


LI L. 


PA 


(OOIC/) 


OOI C E. 


PA 


(PADI/) 


PADIGARU M. 


PA 


(SHIM/) 


SHIMKETS R A. 


PA 


(ZHON/) 


ZHONG M. 



Query Match 3.2%; Score 102; DB 

Best Local Similarity 50.0%; Pred. No. 6.3e- 
RESULT 1149 

ID ADQ19980 standard; DNA; 4250 BP. 

DE Human soft tissue sarcoma-upregulated DNA - 

PN WO2004048938-A2 . 

PD 10-JUN-2004. 

PA (PROT-) PROTEIN DESIGN LABS INC. 



12; Length 4250; 
•16; 



SEQ ID 2800. 



DB 



Pred. No. 6.3e- 



Query Match 3.2%; Score 102; 

Best Local Similarity 50.0%; 
RESULT 1150 

ID ABX71103 standard; cDNA; 4280 BP. 

DE Novel human cDNA sequence #328. 

PN WO200281731-A2. 

PD 17-OCT-2002. 

PA (HYSE-) HYSEQ INC. 

PA (GOOD/) GOODRICH R W. 

Query Match 3.2%; Score 102; 

Best Local Similarity 50.0%; Pred. No. 6. 
RESULT 1151 

ID ABD32609 standard; 



DE 
PN 
PD 
PA 



cDNA; 4 612 BP. 
Human cancer-associated cDNA HR7-239.1. 
WO2004074320-A2. 
02-SEP-2004. 

(SAGR-) SAGRES DISCOVERY INC. 



3.2%; 
50.0%; 



Score 102; 



Pred. No. 6 



Query Match 
Best Local Similarity 
RESULT 1152 

ID AAH18729 standard; cDNA; 6060 BP. 

Human cDNA sequence SEQ ID NO: 19004. 
EP1074617-A2. 

07- FEB-2001. 
(HELI-) HELIX RES INST. 

Query Match 3.2%; Score 102; 

Best Local Similarity 50.0%; Pred. No. 7. 
RESULT 1153 

ID ADN05230 standard; cDNA; 6060 BP. 
Antipsoriatic cDNA sequence #833. 
WO2004028479-A2. 

08- APR-2004. 
(GETH ) GENENTECH INC. 

Query Match 3.2%; Score 102; 

Best Local Similarity 50.0%; Pred. No. 7, 
RESULT 1154 

ID ADQ22776 standard; DNA; 7281 BP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



12; Length 4250; 
16; 



DB 
3e- 



8; Length 4280; 
-16; 



DB 

6e- 



13; Length 4 612; 
-16; 



DB 

5e 



4; Length 6060; 
-16; 



DB 

5e- 



12; Length 6060; 
-16; 



DE Human soft tissue sarcoma-upregulated DNA - SEQ ID 5596. 
PN WO2004048938-A2. 
PD 10-JUN-2004. 

PA (PROT-) PROTEIN DESIGN LABS INC. 

Query Match 3.2%; Score 102; DB 12; Length 7281; 

Best Local Similarity 50.0%; Pred. No. 8.3e-16; 
RESULT 1155 

ID ADM72166 standard; cDNA; 2082 BP. 

DE Human NTRAN polypeptide encoding cDNA (clone ID 7523644CB1) . 

PN WO2004022705-A2. 

PD 18-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 3.2%; Score 100.6; DB 12; Length 2082; 

Best Local Similarity 52.8%; Pred. No. le-15; 
RESULT 1156 

ID ADG76112 standard; cDNA; 1438 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 25) . 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 100.4; DB 10; Length 1438; 

Best Local Similarity 49.9%; Pred. No. 9.8e-16; 
RESULT 1157 

ID ADO40269 standard; cDNA; 1438 BP. 

DE Human cDNA encoding semaphorin-like protein NOV2g. 

PN US2004018977-A1. 

PD 29-JAN-2004. 

PA (ALVA/) ALVAREZ E. 

PA (ANDE/) ANDERSON D W. 

PA (DHAN/) DHANABAL M. 

PA (KHRA/) KHRAMTSOV N V. 

PA (LARO/) LAROCHELLE W J. 

PA (LICH/) LICHENSTEIN H S. 

PA (LILL/) LI L. 

PA (OOIC/) OOI C E. 

PA (PADI/) PADIGARU M. 

PA (SHIM/) SHIMKETS R A. 

PA (ZHON/) ZHONG M. 

Query Match 3.2%; Score 100.4; DB 12; Length 1438; 

Best Local Similarity 49.9%; Pred. No. 9.8e-16; 
RESULT 1158 

ID ADG76142 standard; cDNA; 2113 BP. 

DE Human NOVX cDNA to treat human pathological conditions ( SeqID 55). 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 100.4; DB 10; Length 2113; 

Best Local Similarity 49.9%; Pred. No. 1.2e-15; 
RESULT 1159 

ID ADF45365 standard; cDNA; 2113 BP. 

DE Human semaphorin-like protein NOV2v encoding cDNA SEQ ID NO: 55. 

PN WO2003102584-A2 . 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 100.4; DB 12; Length 2113; 

Best Local Similarity 49.9%; Pred. No. 1.2e-15; 
RESULT 1160 



ID 
DE 
PN 
PD 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 



ADO40299 standard; cDNA; 2113 BP. 

Human cDNA encoding semaphorin-like protein NOV2v. 

US2004018977-A1. 

29-JAN-2004. 

(ALVA/) ALVAREZ E. 

(ANDE/) ANDERSON D W. 

(DHAN/) DHANABAL M. 

(KHRA/) KHRAMTSOV N V. 

(LARO/) LAROCHELLE W J. 

(LICH/) LICHENSTEIN H S. 



LI L. 
OOI C E. 
PADIGARU M. 
SHIMKETS R A. 
ZHONG M. 



3.2%; Score 100.4; DB 12; 
49.9%; Pred. No. 1.2e-15; 



Length 2113; 



(LILL/) 
(OOIC/) 
(PADI/) 
(SHIM/) 
(ZHON/) 
Query Match 
Best Local Similarity 
RESULT 1161 

ID ADG76132 standard; cDNA; 3983 BP. 

DE Human NOVX cDNA to treat human pathological conditions (SeqID 45) 

PN WO2003085096-A2 . 

PD 16-OCT-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 100.4; DB 10; Length 3983; 

Best Local Similarity 49.9%; Pred. No. 1.6e-15; 
RESULT 1162 

ID ADF45355 standard; cDNA; 3983 BP. 

DE Human semaphorin-like protein NOV2q encoding cDNA SEQ ID NO: 45. 

PN WO2003102584-A2 . 

PD ll-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 3.2%; Score 100.4; DB 12; Length 3983; 

Best Local Similarity 49.9%; Pred. No. 1.6e-15; 
RESULT 1163 

ID ADO40289 standard; cDNA; 3983 BP. 

Human cDNA encoding semaphorin-like protein NOV2q. 
US2004018977-A1. 



DE 
PN 
PD 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 
PA 



29-JAN-2004. 
(ALVA/) ALVAREZ E. 
(ANDE/) ANDERSON D W. 

DHANABAL M. 
KHRAMTSOV N V. 
LAROCHELLE W J. 
LICHENSTEIN H S. 
LI L. 
OOI C E. 
PADIGARU M. 
SHIMKETS R A. 
ZHONG M. 

3, 



(DHAN/) 
(KHRA/) 
(LARO/) 
(LICH/) 
(LILL/) 
(OOIC/) 
(PADI/) 
(SHIM/) 
(ZHON/) 



Query Match 



2%; 



49.9%; 



Score 100.4; DB 12; 
Pred. No. 1.6e-15; 



Length 3983; 



Best Local Similarity 
RESULT 1164 

ID ADE31378 standard; DNA; 4230 BP. 

DE Human diagnostic and therapeutic polynucleotide (dithp) , SEQ ID No 133. 
PN WO2003062376-A2. 
PD 31-JUL-2003. 

PA (INCY-) INCYTE GENOMICS INC. 



3.2%; 
50.2%; 



Score 100.2; DB 10; 
Pred. No. 1.9e-15; 



Length 4230; 



3.2%; Score 100; DB 12; Length 1437; 
49.9%; Pred. No. 1.3e-15; 



2893 BP. 

semaphorin family polypeptide. 



DB 2; Length 2893; 
3.3e-15; 



DB 2; Length 2894; 
3 . 3e-15; 



Query Match 
Best Local Similarity 
RESULT 1165 

ID ADF45335 standard; cDNA; 1437 BP. 

DE Human semaphorin-like protein NOV2g encoding cDNA SEQ ID NO: 25. 
PN WO2003102584-A2. 
PD ll-DEC-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 

Best Local Similarity 
RESULT 1166 

ID AAX86126 standard; DNA; 
DE DNA encoding SBSEMN1, a 
PN EP933425-A1. 
PD 04-AUG-1999. 

PA (SMIK ) SMITHKLINE BEECHAM PLC. 

Query Match 3.1%; Score 99; 

Best Local Similarity 52.6%; Pred. No. 
RESULT 1167 

ID AAX86127 standard; DNA; 2894 BP. 
DE EST sequence for DNA encoding SBSEMN1. 
PN EP933425-A1. 
PD 04-AUG-1999. 

PA (SMIK ) SMITHKLINE BEECHAM PLC. 

Query Match 3.1%; Score 99; 

Best Local Similarity 52.6%; Pred. No. 
RESULT 1168 

ID ABA04082 standard; cDNA; 1797 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 40. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.1%; 

Best Local Similarity 47.4%; 
RESULT 1169 

ID ABA04084 standard; cDNA; 2220 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 44. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.1%; Score 98.6; DB 6; 

Best Local Similarity 47.4%; Pred. No. 3.7e-15; 
RESULT 1170 

ID ABA04086 standard; cDNA; 2301 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 48. 
PN WO2O0188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.1%; Score 98.6; 

Best Local Similarity 47.4%; Pred. No. 3. 
RESULT 1171 

ID AAV28916 standard; cDNA to mRNA; 2790 BP. 
DE Human semaphorin Y encoding cDNA, CDS only. 
PN W09811216-A1. 
PD 19-MAR-1998. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 



Score 98.6; DB 6; 
Pred. No. 3.3e-15; 



Length 1797; 



Length 2220; 



DB 6; 
,8e-15; 



Length 2301; 



Query Match 



3.1%; Score 98.6; DB 2; Length 2790; 



Best Local Similarity 50.1%; Pred. No. 4.1e-15; 
RESULT 1172 

ID AAV28915 standard; cDNA to mRNA; 3432 BP. 
DE Human semaphorin Y encoding cDNA. 
PN W09811216-A1. 
PD 19-MAR-1998. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 

Query Match 3.1%; Score 98.6; DB 2; Length 3432; 

Best Local Similarity 50.1%; Pred. No. 4.6e-15; 
RESULT 1173 

ID ABA04081 standard; cDNA; 1812 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 38. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.0%; Score 95.6; DB 6; Length 1812; 

Best Local Similarity 48.8%; Pred. No. 2.1e-14; 
RESULT 1174 

ID ABA04083 standard; cDNA; 2235 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 42. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.0%; Score 95.6; DB 6; Length 2235; 

Best Local Similarity 48.8%; Pred. No. 2.3e-14; 
RESULT 1175 

ID ABA04085 standard; cDNA; 2316 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 46. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 3.0%; Score 95.6; DB 6; Length 2316; 

Best Local Similarity 48.8%; Pred. No. 2.4e-14; 
RESULT 1176 

ID AAS68807 standard; cDNA; 3039 BP. 

DE DNA encoding novel human diagnostic protein #4611. 

PN WO200175067-A2. 

PD ll-OCT-2001. 

PA (HYSE-) HYSEQ INC. 

Query Match 3.0%; Score 93; DB 5; Length 3039; 

Best Local Similarity 49.9%; Pred. No. 1.3e-13; 
RESULT 1177 

ID AAS89721 standard; cDNA; 3039 BP. 

DE DNA encoding novel human diagnostic protein #25525. 

PN WO200175067-A2. 

PD ll-OCT-2001. 

PA (HYSE-) HYSEQ INC. 

Query Match 3.0%; Score 93; DB 5; Length 3039; 

Best Local Similarity 49.9%; Pred. No. 1.3e-13; 
RESULT 1178 

ID AAF29452 standard; cDNA; 729 BP. 

DE Human TANGO 276 cDNA open reading frame. 

PN WO200100638-A2. 

PD 04-JAN-2001. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 3.0%; Score 92.8; DB 4; Length 729; 

Best Local Similarity 56.6%; Pred. No. 7.4e-14; 



RESULT 1179 

ID ACD66761 standard; cDNA; 729 BP. 

DE Secreted polypeptide-related cDNA #45. 

PN US2003022279-A1. 

PD 30-JAN-2003. 

PA (FRAS/) FRASER C C. 

PA (BARN/) BARNES T M. 

PA (SHAR/) SHARP J D. 

PA (KIRS/) KIRST S J. 

PA (MYER/) MYERS P S. 

PA (LEIB/) LEIBY K R. 

PA (HOLT/) HOLTZMAN D A. 

PA (MCCA/) MCCARTHY S A. 

PA (WRIG/) WRIGHTON N. 

PA (MACK/) MACKAY C R. 

PA (GOOD/) GOODEARL ADJ. 

Query Match 3.0%; Score 92.8; DB 8; Length 729; 

Best Local Similarity 56.6%; Pred. No. 7.4e-14; 
RESULT 1180 

ID ADB90749 standard; cDNA; 729 BP. 
DE Human TANGO 276 open reading frame. 
PN US2003082586-A1 . 
PD 01-MAY-2003. 

PA (MILL-) MILLENNIUM PHARM INC. 

Query Match 3.0%; Score 92.8; DB 9; Length 729; 

Best Local Similarity 56.6%; Pred. No. 7.4e-14; 
RESULT 1181 

ID ADF71484 standard; cDNA; 729 BP. 
DE Human TANGO 276 CDS. 
PN US2003175733-A1. 
PD 18-SEP-2003. 

PA (MILL- ) MILLENNIUM PHARM INC. 

Query Match 3.0%; Score 92.8; DB 10; Length 729; 

Best. Local Similarity 56.6%; Pred. No. 7.4e-14; 
RESULT 1182 

ID ADQ10310 standard; cDNA; 729 BP. 
DE Human polynucleotide #52 . 
PN US2004121396-A1. 
PD 24-JUN-2004. 

PA (MILL- ) MILLENNIUM PHARM INC. 

Query Match 3.0%; Score 92.8; DB 12; Length 729; 

Best Local Similarity 56.6%; Pred. No. 7.4e-14; 
RESULT 1183 

ID AAX84066 standard; DNA; 1054 BP. 

DE Human ZSMF-3 coding sequence. 

PN W09932622-A2. 

PD 01-JUL-1999. 

PA (ZYMO ) ZYMOGENETICS INC. 

Query Match 2.9%; Score 92; DB 2; Length 1054; 

Best Local Similarity 53.2%; Pred. No. 1.5e-13; 
RESULT 1184 

ID ADR68485 standard; DNA; 1173 BP. 

DE Apoptosis-associated polypeptide encoding cDNA #4. 
PN WO2004072111-A2. 
PD 26-AUG-2004. 

PA (XANT-) XANTOS BIOMEDICINE AG. 

Query Match 2.9%; Score 92; DB 13; Length 1173; 



Best Local Similarity 53.2%; Pred. No. 1.5e-13; 
RESULT 1185 

ID ADF82146 standard; DNA; 4982 BP. 

DE Leukaemia-related DNA sequence #2702. 

PN WO2003039443-A2. 

PD 15-MAY-2003. 

PA (DEKR-) DEUT KREBSFORSCHUNGSZENTRUM. 
PA (UYLU-) UNIV LUDWIG MAXIMILIANS. 
PA (HAFE/) HAFERLACH T. 
PA (SCHO/) SCHOCH C. 
PA (KERN/) KERN W. 

Query Match 2.9%; Score 91.2; DB 10; Length 4982; 

Best Local Similarity 49.8%; Pred. No. 5.2e-13; 
RESULT 1186 

ID ADL83281 standard; cDNA; 2505 BP. 

DE Human PRO80846 cDNA, SEQ ID 483. 

PN WO2004024097-A2. 

PD 25-MAR-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 2.9%; Score 90.2; DB 12; Length 2505; 

Best Local Similarity 55.3%; Pred. No. 6.8e-13; 
RESULT 1187 

ID ACN37741 standard; cDNA; 2505 BP. 

DE Tumour-associated antigenic target (TAT) cDNA DNA324145, SEQ ID NO: 825. 

PN WO2004030615-A2 . 

PD 15-APR-2004. 

PA (GETH ) GENENTECH INC. 

Query Match 2.9%; Score 90.2; DB 13; Length 2505; 

Best Local Similarity 55.3%; Pred. No. 6.8e-13; 
RESULT 1188 

ID AAV28914 standard; cDNA to mRNA; 2787 BP. 
DE Rat semaphorin Y encoding cDNA, CDS only. 
PN W09811216-A1. 
PD 19-MAR-1998. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 

Query Match 2.9%; Score 89.8; DB 2; Length 2787; 

Best Local Similarity 50.1%; Pred. No. 9.2e-13; 
RESULT 1189 

ID AAV28913 standard; cDNA to mRNA; 3195 BP. 
DE Rat semaphorin Y encoding cDNA. 
PN W09811216-A1. 
PD 19-MAR-1998. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 

Query Match 2.9%; Score 89.8; DB 2; Length 3195; 

Best Local Similarity 50.1%; Pred. No. 9.8e-13; 
RESULT 1190 

ID ADQ22240 standard; DNA; 4003 BP. 

DE Human soft tissue sarcoma-upregulated DNA - SEQ ID 5060. 
PN WO2004048938-A2 . 
PD 10-JUN-2004. 

PA (PROT-) PROTEIN DESIGN LABS INC. 

Query Match 2.8%; Score 89.4; DB 12; Length 4003; 

Best Local Similarity 50.8%; Pred. No. 1.4e-12; 
RESULT 1191 

ID ADQ92047 standard; DNA; 557 BP. 

DE Human autoantigen DNA fragment MPMGp800B24597 . 
PN WO2004058972-A1. 



Score 88; 
Pred. No. 



DB 12; 
1.2e-12; 



PD 15-JUL-2004. 
PA (THIE/) THIESEN H. 
PA (LORE/) LORENZ P. 

Query Match 2.8%; 

Best Local Similarity 56.7%; 
RESULT 1192 

ID ABL39763 standard; cDNA; 1419 BP. 
DE Human NS cDNA sequence SEQ ID NO: 73. 
PN WO200206315-A2. 
PD 24-JAN-2002. 
PA (COMP-) COMPUGEN LTD. 

Query Match 2.7%; 

Best Local Similarity 48.3%; 
RESULT 1193 

ID ADL12903 standard; cDNA; 4286 BP. 

DE Human steroid-induced C3A liver cell cDNA #632. 

PN US6673549-B1. 

PD 06-JAN-2004. 

PA (INCY-) INCYTE CORP. 



Length 557; 



Score 86.2; DB 6; 
Pred. No. 6e-12; 



Length 1419; 



Score 84.2; DB 12; Length 4286; 



Pred. No. 3.5e-ll; 



2; DB 8; 
3.6e-ll; 



Length 4388; 



Query Match 2.7%; 
Best Local Similarity 50.3%; 
RESULT 1194 

ID ABX34490 standard; cDNA; 4388 BP. 
Human mddt cDNA SEQ ID 51. 
WO200279449-A2. 
10-OCT-2002. 

(INCY-) INCYTE GENOMICS INC. 
Query Match 2.7%; Score 84. 

Best Local Similarity 50.3%; Pred. No. 
RESULT 1195 

ID ABZ35865 standard; cDNA; 2506 BP. 

Human secretory polynucleotide SPTM SEQ ID NO 29. 
WO200283876-A2. 
24-OCT-2002. 

(INCY-) INCYTE GENOMICS INC. 
Query Match 2.6%; Score 83; DB 8; Length 2506; 

Best Local Similarity 48.1%; Pred. No. 5.6e-ll; 
RESULT 1196 

ID ADQ87204 standard; cDNA; 2918 BP. 

Human tumour-associated antigenic target 
WO2004060270-A2. 
22-JUL-2004. 
(GETH ) GENENTECH INC. 
(WUTD/) WU T D. 
(ZHOU/) ZHOU Y. 
Query Match 2.6%; Score 83; 

Best Local Similarity 48.1%; Pred. No. 
RESULT 1197 

ID ADQ84927 standard; cDNA; 2918 BP. 

Human tumour-associated antigenic target (TAT) cDNA sequence #174 
WO2004060270-A2. 
22-JUL-2004. 
(GETH ) GENENTECH INC. 
(WUTD/) WU T D. 
(ZHOU/) ZHOU Y. 
Query Match 2.6%; Score 83; DB 12; 

Best Local Similarity 48.1%; Pred. No. 6.1e-ll; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 
PA 
PA 



DE 
PN 
PD 
PA 
PA 
PA 



(TAT) cDNA sequence #408 



DB 12; Length 2918; 
6.1e-ll; 



Length 2918; 



RESULT 1198 

ID ADD08935 standard; cDNA; 2919 BP. 

DE Human semaphorin 3B encoding cDNA SEQ ID NO: 11 

PN WO2003029814-A2. 

PD 10-APR-2003. 

PA (LUDW-) LUDWIG INST CANCER RES. 
PA (LICN ) LICENTIA LTD. 

Query Match 2.6%; Score 83; 

Best Local Similarity 48.1%; Pred. No. 
RESULT 1199 

ID ADL82794 standard; cDNA; 2919 BP. 
DE Human semaphorin3B, SEMA3B, cDNA. 
US2003166557-A1. 



DB 10; Length 2919; 
6.1e-ll; 



PN 
PD 
PA 



Length 2919; 



(TAT) cDNA DNA103505, SEQ ID NO: 1149. 



Length 2919; 



04-SEP-2003. 

(TEXA ) UNIV TEXAS SYSTEM. 
Query Match 2.6%; Score 83; DB 11; 

Best Local Similarity 48.1%; Pred. No. 6.1e-ll; 
RESULT 1200 

ID ACN37936 standard; cDNA; 2919 BP. 
DE Tumour-associated antigenic target 
PN WO2004030615-A2. 
PD 15-APR-2004. 
PA (GETH ) GENENTECH INC. 

Query Match 2.6%; Score 83; DB 13; 

Best Local Similarity 48.1%; Pred. No. 6.1e-ll; 
RESULT 1201 

ID AAV07282 standard; cDNA to mRNA; 1761 BP. 
DE Human semaphorin W encoding cDNA. 
PN W09815628-A1. 
PD 16-APR-1998. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 

Query Match 2.6%; Score 81.4; DB 2; 

Best Local Similarity 55.8%; Pred. No. 1.3e-10; 
RESULT 1202 

ID AAV07281 standard; cDNA to mRNA; 2315 BP. 
DE Human semaphorin W encoding cDNA with 3 f UTR. 
PN W09815628-A1. 
PD 16-APR-1998. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 

Query Match 2.6%; Score 81.4; DB 2; 

Best Local Similarity 55.8%; Pred. No. 1.4e-10; 
RESULT 1203 

ID ABL15029 standard; cDNA; 3780 BP. 

DE Drosophila melanogaster expressed polynucleotide SEQ ID NO 39569. 

PN WO200171042-A2. 

PD 27-SEP-2001. 

PA (PEKE ) PE CORP NY. 



Length 1761; 



Length 2315; 



Query Match 2.6%; 
Best Local Similarity 49.4%; 
RESULT 1204 



Score 
Pred. 

BP. 



80.2; 
No. 3. 



DB 4; 
9e-10; 



Length 37 80; 



ID ADE28132 standard; cDNA; 2892 
DE Human NT RAN cDNA - SEQ ID 37. 
PN WO2003051902-A1. 
PD 26-JUN-2003. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 2.5%; Score 79.8; 

Best Local Similarity 49.5%; Pred. No. 4 



DB 10; 
>3e-10; 



Length 2892; 



Score 79.6; 
Pred. No. 4. 



DB 4; 
4e-10; 



RESULT 1205 

ID AAH47791 standard; cDNA; 2349 BP. 

DE Novel human protein (NHP) encoding cDNA sequence 
PN WO200170806-A2. 
PD 27-SEP-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 2.5%; 

Best Local Similarity 50.6%; 
RESULT 1206 

ID ADJ34112 standard; cDNA; 2414 BP. 

Human cDNA encoding secreted protein NOVla. 
WO2004000997-A2. 
31-DEC-2003. 
(CURA-) CURAGEN CORP. 
Query Match 2.5%; Score 79.6; DB 12; 

Best Local Similarity 50.6%; Pred. No. 4.5e~10; 
RESULT 1207 

ID AAH47790 standard; cDNA; 2628 BP. 

Novel human protein (NHP) encoding cDNA sequence 
WO200170806-A2. 
27-SEP-2001. 

(LEXI-) LEXICON GENETICS INC. 
Query Match 2.5%; Score 79.6; DB 4; 

Best Local Similarity 50.6%; Pred. No. 4.7e-10; 
RESULT 1208 

ID AAH47792 standard; DNA; 3568 BP. 

Novel human protein (NHP) polynucleotide sequence 
WO200170806-A2. 
27-SEP-2001. 

(LEXI-) LEXICON GENETICS INC 



Length 2349; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 2414; 



Length 2628; 



Score 79.6; 
Pred. No. 5 



DB 4; 
4e-10; 



Length 3568; 



Length 4690; 



Query Match 2.5%; 
Best Local Similarity 50.6%; 
RESULT 1209 

ID ADJ34114 standard; cDNA; 4690 BP. 
DE Human cDNA encoding secreted protein NOVlb. 
PN WO2004000997-A2 . 
PD 31-DEC-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.5%; Score 79.6; DB 12; 

Best Local Similarity 50.6%; Pred. No. 6.2e-10; 
RESULT 1210 

ID ADN04921 standard; cDNA; 4700 BP. 
DE Antipsoriatic cDNA sequence #675. 
PN WO2004028479-A2 . 
PD 08-APR-2004. 
PA (GETH ) GENENTECH INC. 

Query Match 2.5%; 

Best Local Similarity 50.6%; 
RESULT 1211 

ID ADQ20124 standard; DNA; 4700 BP. 

DE Human soft tissue sarcoma-upregulated DNA - SEQ ID 2944. 
PN WO2004048938-A2. 
PD 10-JUN-2004. 

PA (PROT-) PROTEIN DESIGN LABS INC. 

Query Match 2.5%; Score 79.6; DB 12; Length 4700; 

Best Local Similarity 50.6%; Pred. No. 6.2e-10; 
RESULT 1212 



Score 79.6; DB 12; 
Pred. No. 6.2e-10; 



Length 4700; 



ID ADR25963 standard; DNA; 4700 BP. 
DE Breast cancer prognosis marker #1824. 
PN WO2004065545-A2. 
PD 05-AUG-2004. 

PA (ROSE-) ROSETTA INPHARMATICS LLC. 
PA (NEC A- ) NETHERLANDS CANCER INST. 

Query Match 2.5%; Score 7 9.6; DB 13; 

Best Local Similarity 50.6%; Pred. No. 6.2e-10; 
RESULT 1213 

ID AAA93109 standard; cDNA; 4859 BP. 

DE Human secreted protein coding sequence SEQ ID NO 
PN WO200049134-A1. 
PD 24-AUG-2000. 
PA (ALPH-) ALPHAGENE INC. 

Query Match 2.5%; Score 79.6; DB 3; 

Best Local Similarity 50.6%; Pred. No. 6.3e-10; 
RESULT 1214 

ID ADQ24174 standard; DNA; 4936 BP. 

DE Human soft tissue sarcoma-upregulated DNA - SEQ ID 6994. 
PN WO2004048938-A2 . 
PD 10-JUN-2004. 

PA (PROT-) PROTEIN DESIGN LABS INC. 

Score 79.6; DB 12; Length 4936; 



Length 4700; 



17. 



Length 4859; 



Query Match 2.5%; 
Best Local Similarity 50.6%; 
RESULT 1215 

ID AAQ87444 standard; cDNA; 3560 BP 

DE Drosophila semaphorin I cDNA. 

PN WO9507706-A1. 

PD 23-MAR-1995. 

PA (REGC ) UN IV CALIFORNIA. 



Pred. No. 6.4e-10; 



Score 78.6; DB 2; Length 3560; 



Pred. No. le-09; 



Query Match 2.5%; 
Best Local Similarity 49.2%; 
RESULT 1216 

ID AAH42598 standard; cDNA; 1923 BP. 

DE Partial cDNA sequence of semaphorin-like polypeptide. 
PN WO200153466-A1. 
PD 26-JUL-2001. 
PA (HYSE-) HYSEQ INC. 

Query Match 2.5%; 

Best Local Similarity 51.9%; 
RESULT 1217 

ID AAH42597 standard; cDNA; 3694 BP. 

DE Nucleotide sequence of a human semaphorin-like polypeptide. 

PN WO200153466-A1. 

PD 26-JUL-2001. 

PA (HYSE-) HYSEQ INC. 



Score 78.2; DB 4; 
Pred. No. 9.4e-10; 



Length 1923; 



Pred. No. 



Query Match 2.5%; 
Best Local Similarity 51.9%; 
RESULT 1218 

ID ADS10319 standard; DNA; 3694 BP. 

DE Human therapeutic DNA - SEQ ID 556 

PN WO2004080148-A2. 

PD 23-SEP-2004 . 

PA (NUVE-) NUVELO INC. 

Query Match 2.5%; 

Best Local Similarity 51.9%; 
RESULT 1219 



Score 78.2; 



DB 4; 
3e-09; 



Length 3694; 



Score 78.2; DB 13; 
Pred. No. 1.3e-09; 



Length 3694; 



DB 6; Length 1491; 
9.4e-10; 



SEQ ID NO: 557. 



Length 1383; 



ID ABA04072 standard; cDNA; 1491 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 20. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 2.5%; Score 78; 

Best Local Similarity 47.2%; Pred. No. 
RESULT 1220 

ID AAH03722 standard; cDNA; 862 BP. 
DE Human cDNA clone ( 5' -primer) 
PN EP1074617-A2. 
PD 07-FEB-2001. 
PA (HELI-) HELIX RES INST. 

Query Match 2.4%; Score 76.6; DB 4; Length 862; 

Best Local Similarity 51.7%; Pred. No. 1.7e-09; 
RESULT 1221 

ID ADJ34314 standard; cDNA; 1383 BP. 

Human cDNA encoding secreted protein NOV16e. 
WO2004000997-A2. 
31-DEC-2003. 
(CURA-) CURAGEN CORP. 
Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 2.1e-09; 
RESULT 1222 

ID ADJ34308 standard; cDNA; 1383 BP. 

Human cDNA encoding secreted protein NOV16b. 
WO2004000997-A2. 
31-DEC-2003. 
(CURA-) CURAGEN CORP. 
Query Match 2.4%; Score 76.6; DB 12; Length 1383; 

Best Local Similarity 51.7%; Pred. No. 2.1e-09; 
RESULT 1223 

ID AAH15312 standard; cDNA; 1588 BP. 

Human cDNA sequence SEQ ID NO: 13470. 
EP1074617-A2. 
07-FEB-2001. 
(HELI-) HELIX RES INST. 
Query Match 2.4%; 
Best Local Similarity 51.7%; 
RESULT 1224 

ID ADJ34312 standard; cDNA; 1713 BP. 
DE Human cDNA encoding secreted protein NOV16d. 
PN WO2004000997-A2. 
PD 31-DEC-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 2.4e-09; 
RESULT 1225 

ID ADJ34316 standard; cDNA; 1713 BP. 
DE Human cDNA encoding secreted protein NOV16f . 
PN WO2004000997-A2. 
PD 31-DEC-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 2.4e-09; 
RESULT 1226 

ID ADJ34336 standard; cDNA; 1894 BP. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 76.6; DB 4; 
Pred. No. 2.3e-09; 



Length 1588; 



Length 1713; 



Length 1713; 



DE Human cDNA encoding secreted protein N0V16p. 

PN WO2004000997-A2 . 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 2.5e-09; 
RESULT 1227 

ID ADJ34306 standard; cDNA; 1894 BP. 

DE Human cDNA encoding secreted protein N0V16a. 

PN WO2004000997-A2 . 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 2.5e-09; 
RESULT 1228 

ID ADJ34338 standard; cDNA; 1894 BP. 

DE Human cDNA encoding secreted protein NOV16q. 

PN WO2004000997-A2 . 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 2.5e-09; 
RESULT 1229 

ID ADJ34334 standard; cDNA; 1894 BP. 

DE Human cDNA encoding secreted protein NOVI60. 

PN WO2004000997-A2 . 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 2.5e-09; 
RESULT 1230 

ID ADJ34330 standard; cDNA; 1894 BP. 

DE Human cDNA encoding secreted protein NOV16m. 

PN WO2004000997-A2 . 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 2.5e-09; 
RESULT 1231 

ID ABS64379 standard; DNA; 1896 BP. 

DE Human semaphorin-like gene #1. 

PN WO200264791-A2. 

PD 22-AUG-2002. 

PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 6; 

Best Local Similarity 51.7%; Pred. No. 2.5e-09; 
RESULT 1232 

ID ADJ34328 standard; cDNA; 1950 BP. 

DE Human cDNA encoding secreted protein NOV161. 

PN WO2004000997-A2 . 

PD 31-DEC-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12, 

Best Local Similarity 51.7%; Pred. No. 2.5e-09; 

RESULT 1233 

ID AAD38696 standard; cDNA; 2014 BP. 

DE Human LP221 secreted protein encoding cDNA. 



Length 1894; 



Length 1894; 



Length 1894; 



Length 1894; 



Length 1894; 



Length 1896; 



Length 1950; 



PN WO200226801-A2. 

PD 04-APR-2002. 

PA (ELIL ) LILLY & CO ELI. 

Query Match 2.4%; Score 76.6; 

Best Local Similarity 51.7%; Pred. No. 2 
RESULT 1234 

ID ABS64381 standard; DNA; 2191 BP. 

DE Human semaphorin-like gene #2. 

PN WO200264791-A2. 

PD 22-AUG-2002. 

PA (CURA-) CURAGEN CORP. 



DB 6; 
,6e-09; 



Length 2014; 



Score 76.6; . DB 6; Length 2191; 



Pred. No. 2.7e-09; 



Score 76.6; DB 12; 
Pred. No. 2.7e-09; 



Query Match 2.4%; 
Best Local Similarity 51.7%; 
RESULT 1235 

ID ADJ34318 standard; cDNA; 2191 BP. 

Human cDNA encoding secreted protein NOV16g 
WO2004000997-A2. 
31-DEC-2003. 
(CURA-) CURAGEN CORP. 
Query Match 2.4%; 
Best Local Similarity 51.7%; 
RESULT 1236 

ID ABS64383 standard; DNA; 2359 BP. 
Human semaphorin-like gene #4. 
WO200264791-A2. 
22-AUG-2002 . 
(CURA-) CURAGEN CORP. 
Query Match 2.4%; Score 76.6; DB 6; 

Best Local Similarity 51.7%; Pred. No. 2.8e-09; 
RESULT 1237 

ID ADJ34322 standard; cDNA; 2359 BP. 

Human cDNA encoding secreted protein NOV16i. 
WO2004000997-A2. 
31-DEC-2003. 
(CURA-) CURAGEN CORP. 
Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 2.8e-09; 
RESULT 1238 

ID ABS64382 standard; DNA; 3196 BP. 
Human semaphorin-like gene #3. 
WO200264791-A2. 
22-AUG-2002 . 
(CURA-) CURAGEN CORP. 
Query Match 2.4%; Score 76.6; DB 6; 

Best Local Similarity 51.7%; Pred. No. 3.2e-09; 
RESULT 1239 

ID ADJ34320 standard; cDNA; 3196 BP. 

Human cDNA encoding secreted protein NOV16h. 
WO2004000997-A2. 
31-DEC-2003. 
(CURA-) CURAGEN CORP. 
Query Match 2.4%; 
Best Local Similarity 51.7%; 
RESULT 124 0 

ID ABS64380 standard; DNA; 3205 BP. 
DE Human semaphorin 6A1 like gene. 
PN WO200264791-A2. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 2191; 



Length 2359; 



Length 2359; 



Length 3196; 



Score 76.6; DB 12; 
Pred. No. 3.2e-09; 



Length 3196; 



Score 76.6; DB 6; 
Pred. No. 3.2e-09; 



Length 3205; 



Length 3205; 



Length 3231; 



Length 3364; 



PD 22-AUG-2002. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; 

Best Local Similarity 51.7%; 
RESULT 1241 

ID ADJ34310 standard; cDNA; 3205 BP. 
DE Human cDNA encoding secreted protein NOV16c. 
PN WO2004000997-A2 . 
PD 31-DEO2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 3.2e-09; 
RESULT 1242 

ID ADJ34326 standard; cDNA; 3231 BP. 
DE Human cDNA encoding secreted protein NOV16k. 
PN WO2004000997-A2 . 
PD 31-DEC-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 3.3e-09; 
RESULT 1243 

ID ABS64384 standard; DNA; 3364 BP. 
DE Human semaphorin-like gene #5. 
PN WO200264791-A2. 
PD 22-AUG-2002. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 6; 

Best Local Similarity 51.7%; Pred. No. 3.3e-09; 
RESULT 1244 

ID ADJ34324 standard; cDNA; 3364 BP. 
DE Human cDNA encoding secreted protein NOV16j . 
PN WO2004000997-A2 . 
PD 31-DEC-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 76.6; DB 12; 

Best Local Similarity 51.7%; Pred. No. 3.3e-09; 
RESULT 1245 

ID ABA00055 standard; cDNA; 4234 BP. 

DE CADHP-2 coding sequence, Incyte ID No: 7596315CB1 
PN WO200259312-A2. 
PD 01-AUG-2002. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 2.4%; Score 76.6; 

Best Local Similarity 51.7%; Pred. No. 3 
RESULT 124 6 

ID ABX34714 standard; cDNA; 6645 BP. 
DE Human mddt cDNA SEQ ID 275. 
PN WO200279449-A2. 
PD 10-OCT-2002. 

PA (INCY-) INCYTE GENOMICS INC. 
Query Match 
Best Local Similarity 
RESULT 1247 

ID AAF90250 standard; DNA; 2340 BP. 

DE Nucleotide sequence of a semaphorin polypeptide designated ZSMF-16. 
PN WO200140278-A2. 
PD 07-JUN-2001. 



Length 3364; 



DB 6; 
.7e-09; 



Length 4234; 



2.4%; 
51.7%; 



Score 76.6; 
Pred. No. 4, 



DB 8; 
7e-09; 



Length 6645; 



DB 4; 
5e-09; 



Length 2340; 



Length 2340; 



Length 1894; 



PA (ZYMO ) ZYMOGENETICS INC. 

Query Match 2.4%; Score 76.2; 

Best Local Similarity 51.7%; Pred. No. 3. 
RESULT 124 8 

ID ABA97362 standard; cDNA; 2340 BP. 
DE Human ZSMF-16 encoding sequence. 
PN US2001049432-A1. 
PD 06-DEC-2001. 
PA (HOLL/) HOLLOWAY J L. 
PA (FOLE/) FOLEY K P. 

Query Match 2.4%; Score 76.2; DB 6; 

Best Local Similarity 51.7%; Pred. No. 3.5e-09; 
RESULT 1249 

ID ADJ34332 standard; cDNA; 1894 BP. 
DE Human cDNA encoding secreted protein NOV16n. 
PN WO2004000997-A2 . 
PD 31-DEC-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.4%; Score 75; DB 12; 

Best Local Similarity 51.4%; Pred. No. 6.6e-09; 
RESULT 1250 

ID ABL50334 standard; cDNA; 2132 BP. 

DE Human cancer cell growth inhibiting protein PP4377 cDNA SEQ ID NO: 6. 
PN CN1324820-A. 
PD 05-DEC-2001. 

PA (SHAN-) SHANGHAI CITY INST ONCOLOGY. 

Query Match 2.3%; Score 72.4; DB 6; 

Best Local Similarity 57.4%; Pred. No. 3.5e-08; 
RESULT 1251 

ID ACA64866 standard; DNA; 8056 BP. 
DE Human SEMA5A DNA corresponding to U52840. 
PN DE10127572-A1. 
PD 05-DEC-2002. 
PA (PATH-) PATHOARRAY GMBH. 

Query Match 2.3%; Score 71.4; DB 8; 

Best Local Similarity 52.5%; Pred. No. 1.2e-07; 
RESULT 1252 

ID ACA64846 standard; DNA; 8056 BP. 
DE Human SEMA5A DNA corresponding to NM_003966. 
PN DE10127572-A1. 
PD 05-DEC-2002. 
PA (PATH-) PATHOARRAY GMBH. 

Score 71.4; DB 8; Length 8056; 



Length 2132; 



Length 8056; 



Pred. No. 1.2e-07; 



Query Match 2.3%; 
Best Local Similarity 52.5%; 
RESULT 1253 

ID ADD14721 standard; cDNA; 8056 BP. 

DE Human src biomarker polynucleotide SEQ ID NO: 115. 
PN WO2003062395-A2 . 
PD 31-JUL-2003. 

PA (BRIM ) BRISTOL-MYERS SQUIBB CO. 



Score 71.4; DB 10; Length 8056; 



Pred. No. 1.2e-07; 



Query Match 2.3%; 
Best Local Similarity 52.5%; 
RESULT 1254 

ID ADQ21453 standard; DNA; 8056 BP. 

DE Human soft tissue sarcoma-upregulated DNA - SEQ ID 4273. 
PN WO2004048938-A2. 
PD 10-JUN-2004. 



PA (PROT-) PROTEIN DESIGN LABS INC. 

Query Match 2.3%; Score 71.4; DB 12; 

Best Local Similarity 52.5%; Pred. No. 1.2e~07; 
RESULT 1255 

ID ADQ25299 standard; DNA; 8214 BP. 

DE Human soft tissue sarcoma-upregulated DNA - SEQ ID 8119. 
PN WO2004048938-A2. 
PD 10-JUN-2004. 

PA (PROT-) PROTEIN DESIGN LABS INC. 



Length 8056; 



2.3%; 
52.5%; 



Score 71.4; 



Pred. No. 



DB 12; 
3e-07; 



Length 8214; 



Score 71.2; 
Pred. No. 4 



DB 8; 
.8e-08; 



Length 928; 



Query Match 
Best Local Similarity 
RESULT 1256 

ID ABT32087 standard; DNA; 928 BP. 
DE NOVX DNA sequence SEQ ID No 13. 
PN WO2003004618-A2 . 
PD 16-JAN-2003. 
PA (CURA-) CURAGEN CORP. 

Query Match 2.3%; 

Best Local Similarity 51.6%; 
RESULT 1257 

ID ABA04080 standard; cDNA; 1194 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 36. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 2.3%; Score 71.2; DB 6; Length 1194; 

Best Local Similarity 50.9%; Pred. No. 5.4e-08; 
RESULT 1258 

ID ABL20385 standard; DNA; 2661 BP. 

DE Drosophila melanogaster genomic polynucleotide SEQ ID NO 12628. 
PN WO200171042-A2. 
PD 27-SEP-2001. 
PA (PEKE ) PE CORP NY. 

Query Match 2.2%; Score 69.8; 

Best Local Similarity 57.6%; Pred. No. 1. 
RESULT 1259 

ID AAQ87445 standard; cDNA; 2670 BP. 
DE Drosophila semaphorin II cDNA. 
PN WO9507706-A1. 
PD 23-MAR-1995. 
PA (REGC ) UNIV CALIFORNIA. 

Query Match 2.2%; Score 69.8; DB 2; 

Best Local Similarity 57.6%; Pred. No. 1.9e-07; 
RESULT 1260 

ID ABL07999 standard; cDNA; 2746 BP. 

DE Drosophila melanogaster expressed polynucleotide SEQ ID NO 18479. 

PN WO200171042-A2. 

PD 27-SEP-2001. 

PA (PEKE ) PE CORP NY. 

Query Match 2.2%; Score 69.8; DB 4; Length 2746; 

Best Local Similarity 57.6%; Pred. No. 1.9e-07; 
RESULT 1261 

ID ABL07998 standard; cDNA; 18445 BP. 

DE Drosophila melanogaster expressed polynucleotide SEQ ID NO 18476. 

PN WO200171042-A2. 

PD 27-SEP-2001. 

PA (PEKE ) PE CORP NY. 



DB 4; 
,9e-07; 



Length 2661; 



Length 2670; 



Score 69.8; DB 4; 
Pred. No. 5e-07; 



Length 18445; 



Query Match 2.2%; 
Best Local Similarity 57.6%; 
RESULT 1262 

ID ABL20384 standard; DNA; 18459 BP. 

Drosophila melanogaster genomic polynucleotide SEQ ID NO 12625. 
WO200171042-A2. 



DE 
PN 
PD 
PA 



27-SEP-2001. 
(PEKE ) PE CORP NY. 
Query Match 2.2%; 
Best Local Similarity 57.6%; 
RESULT 1263 

ID ABT32088 standard; DNA; 777 BP 

DE NOVX DNA sequence SEQ ID No 15 

PN WO2003004618-A2. 

PD 16-JAN-2003. 

PA (CURA-) CURAGEN CORP. 

Query Match 2.2%; 

Best Local Similarity 51.0%; 
RESULT 1264 

ID AAS13845 standard; 



Score 69.8; DB 4; 
Pred. No. 5e-07; 



Length 18459; 



Score 68; DB 8; Length 777; 
Pred. No. 3.1e-07; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 1851; 



cDNA; 1755 BP. 

DNA encoding novel human extracellular matrix (ECM) protein #3. 
WO200179253-A1. 
25-OCT-2001. 

(HUMA-) HUMAN GENOME SCI INC. 
Query Match 2.1%; Score 66.6; DB 4; Length 1755; 

Best Local Similarity 46.9%; Pred. No. l.le-06; 
RESULT 1265 

ID ABL07567 standard; cDNA; 1851 BP. 

Drosophila melanogaster expressed polynucleotide SEQ ID NO 17183. 
WO200171042-A2. 
27-SEP-2001. 
(PEKE ) PE CORP NY. 
Query Match 2.1%; Score 65.8; DB 4; 

Best Local Similarity 53.8%; Pred. No. 1.9e-06; 
RESULT 1266 

ID ABA04071 standard; cDNA; 648 BP. 

Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 18. 
WO200188133-A2. 
22-NOV-2001. 

(LEXI-) LEXICON GENETICS INC. 
Query Match 2.1%; Score 65.2; DB 6; 

Best Local Similarity 50.2%; Pred. No. 1.6e-06; 
RESULT 1267 

ID ABL11115 standard; cDNA; 4254 BP. 

Drosophila melanogaster expressed polynucleotide SEQ ID NO 27827. 
WO200171042-A2. 
27-SEP-2001. 
(PEKE ) PE CORP NY. 
Query Match 2.0%; Score 64.2; DB 4; Length 4254; 

Best Local Similarity 50.1%; Pred. No. 7.5e-06; 
RESULT 1268 

ID ABL11114 standard; cDNA; 12646 BP. 

Drosophila melanogaster expressed polynucleotide SEQ ID NO 27824. 
WO200171042-A2. 
27-SEP-2001. 
(PEKE ) PE CORP NY. 



DE 
PN 
PD 
PA 



Length 648; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Query Match 



2.0%; Score 64.2; DB 4; Length 12646; 



Best Local Similarity 50.1%; Pred. No. 1.3e-05; 
RESULT 1269 

ID AAX75767 standard; DNA; 2530 BP. 
DE Human semaphorin III DNA. 
PN W09845322-A2. 
PD 15-OCT-1998. 

PA (ROYA-) ROYAL NETHERLANDS ACAD ARTS & 
PA (UYRO-) UNIV ROTTERDAM ERASMUS. 
PA (UYUT-) RIJKSUNIV UTRECHT. 

Query Match 2.0%; 

Best Local Similarity 47.0%; 
RESULT 1270 

ID ABS76512 standard; cDNA; 2530 BP. 

DE cDNA encoding human ovarian cancer marker M473 

PN WO200271928-A2. 

PD 19-SEP-2002. 

PA (MILL-) MILLENNIUM PHARM INC. 



SCI. 



Score 63.8; DB 2; 
Pred. No. 7.4e-06; 



Length 2530; 



Score 63.8; DB 6; Length 2530; 



Pred. No. 7.4e-06; 



Query Match 2.0%; 
Best Local Similarity 47.0%; 
RESULT 1271 

ID ADD08933 standard; cDNA; 2530 BP. 

DE Human semaphorin 3A encoding cDNA SEQ ID NO: 9. 

PN WO2003029814-A2. 

PD 10-APR-2003. 

PA (LUDW-) LUDWIG INST CANCER RES. 
PA (LICN ) LICENTIA LTD. 



Query Match 2.0%; Score 63.8; DB 10; 

Best Local Similarity 47.0%; Pred. No. 7.4e-06; 
RESULT 1272 

ID ADN95334 standard; DNA; 2530 BP. 

Human BEC/LEC-related gene sequence SeqID256. 
WO2003080640-A1. 
02-OCT-2003. 

( LUDW- ) LUDWIG INST CANCER RES. 
(LICN ) LICENTIA LTD. 
Query Match 2.0%; Score 63.8; DB 11; 

Best Local Similarity 47.0%; Pred. No. 7.4e-06; 
RESULT 1273 

ID ADQ19750 standard; DNA; 2530 BP. 

Human soft tissue sarcoma-upregulated DNA - SEQ ID 2569. 
WO2004048938-A2. 
10-JUN-2004. 

(PROT-) PROTEIN DESIGN LABS INC. 
Query Match 2.0%; Score 63.8; DB 12; 

Best Local Similarity 47.0%; Pred. No. 7.4e-06; 
RESULT 1274 

ID AAQ87442 standard; cDNA; 2601 BP. 
DE Human semaphorin III cDNA. 
PN WO9507706-A1. 
PD 23-MAR-1995. 
PA (REGC ) UNIV CALIFORNIA. 

Query Match 2.0%; Score 63.8; DB 2; 

Best Local Similarity 47.0%; Pred. No. 7.5e-06; 
RESULT 1275 

ID AAH47049 standard; DNA; 2709 BP. 
DE Semaphorin D cDNA sequence. 
PN WO200155455-A2. 



Length 2530; 



DE 
PN 
PD 
PA 
PA 



DE 
PN 
PD 
PA 



Length 2530; 



Length 2530; 



Length 2601; 



PD 02-AUG-2001. 

PA (MILL-) MILLENNIUM PHARM INC. 
PA (JINS/) JIN S. 

Query Match 2.0%; Score 63.8; DB 4; 

Best Local Similarity 47.0%; Pred. No. 7.7e-06; 
RESULT 1276 

ID ADE25679 standard; cDNA; 2848 BP. 

DE Human cDNA differentially expressed in foam cells 
PN US2003194721-A1. 
PD 16-OCT-2003. 

PA (INCY-) INCYTE GENOMICS INC. 

Query Match 2.0%; Score 63.8; DB 10; 

Best Local Similarity 47.0%; Pred. No. 7.9e-06; 
RESULT 1277 

ID ADQ23894 standard; DNA; 3023 BP. 

DE Human soft tissue sarcoma-upregulated DNA - SEQ ID 6714. 
PN WO2004048938-A2 . 
PD 10-JUN-2004. 

PA (PROT-) PROTEIN DESIGN LABS INC. 



Length 2709; 



#83. 



Length 284 8; 



cDNA; 889 BP. 

human diagnostic protein #4610. 



Query Match 2.0%; Score 63.8; DB 12; 

Best Local Similarity 47.0%; Pred. No. 8.1e-06; 
RESULT 1278 

ID AAS68806 standard; 

DE DNA encoding novel 

PN WO200175067-A2. 

PD ll-OCT-2001. 

PA (HYSE-) HYSEQ INC. 

Query Match 2.0%; Score 63 

Best Local Similarity 52.2%; Pred. No 

RESULT 1279 



Length 3023; 



.2; DB 5; 
. 6.4e-06; 



Length 889; 



cDNA; 2145 BP. 

human diagnostic protein #2271. 



2 
70 



0%; 
0%; 



Score 
Pred. 



ID AAS66467 standard; 
DE DNA encoding novel 
PN WO200175067-A2. 
PD ll-OCT-2001. 
PA (HYSE-) HYSEQ INC. 

Query Match 

Best Local Similarity 
RESULT 1280 

ID AAQ87441 standard; cDNA; 2854 BP. 

DE Grasshopper semaphorin I cDNA. 

PN WO9507706-A1. 

PD 23-MAR-1995. 

PA (REGC ) UNIV CALIFORNIA. 

Query Match 2.0%; Score 

Best Local Similarity 47.7%; Pred. 

RESULT 1281 



62; 
No. 



DB 5; Length 2145; 
2.1e-05; 



62; 
No. 



DB 2; Length 2854; 
2.4e-05; 



ID AAH08370 standard; cDNA; 662 
DE Human cDNA clone { 5' -primer) 
PN EP1074617-A2. 
PD 07-FEB-2001. 
PA (HELI-) HELIX RES INST. 

Query Match 1.9%; 

Best Local Similarity 52.1%; 
RESULT 1282 

ID ADA71938 standard; DNA; 2000 BP 
DE Rice gene, SEQ ID 5263. 
PN WO2003000898-A1. 



BP. 

SEQ ID NO: 5205. 



Score 61.2; 
Pred. No. 1, 



DB 4; 
9e-05; 



Length 662; 



PD 03-JAN-2003. 

PA (SYGN ) SYNGENTA PARTICIPATIONS AG. 

Query Match 1.9%; Score 60.8; DB 8; Length 2000; 

Best Local Similarity 10.2%; Pred. No. 4.2e-05; 
RESULT 1283 

ID ABA08261 standard; cDNA; 828 BP. 

DE Human semaphorin 4G homologue-encoding cDNA, SEQ ID NO: 37. 

PN WO200157188-A2. 

PD 09-AUG-2001. 

PA (HYSE-) HYSEQ INC. 

Query Match 1.9%; Score 60.6; DB 4; Length 828; 

Best Local Similarity 51.7%; Pred. No. 3e-05; 
RESULT 1284 

ID ABN43096 standard; DNA; 60 BP. 

DE Human spliced transcript detection oligonucleotide SEQ ID NO: 15844. 

PN WO200210449-A2. 

PD 07-FEB-2002. 

PA (COMP-) COMPUGEN INC. 

Query Match 1.9%; Score 60; DB 6; Length 60; 

Best Local Similarity 100.0%; Pred. No. 1.2e-05; 
RESULT 1285 

ID ABL07566 standard; cDNA; 7832 BP. 

DE Drosophila melanogaster expressed polynucleotide SEQ ID NO 17180. 

PN WO200171042-A2. 

PD 27-SEP-2001. 

PA (PEKE ) PE CORP NY. 

Query Match 1.9%; Score 59.8; DB 4; Length 7832; 

Best Local Similarity 54.3%; Pred. No. 0.00015; 
RESULT 1286 

ID AAQ60748 standard; DNA; 265 BP. 

DE Human brain Expressed Sequence Tag EST00865. 

PN W09316178-A2. 

PD 19-AUG-1993. 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICE. 

Query Match 1.9%; Score 59; DB 2; Length 265; 

Best Local Similarity 61.8%; Pred. No. 4.6e-05; 
RESULT 1287 

ID ABA04079 standard; cDNA; 351 BP. 

DE Human semaphorin G-like NHP encoding cDNA SEQ ID NO: 34. 
PN WO200188133-A2. 
PD 22-NOV-2001. 

PA (LEXI-) LEXICON GENETICS INC. 

Query Match 1.9%; Score 58.4; DB 6; Length 351; 

Best Local Similarity 52.6%; Pred. No. 7.6e-05; 
RESULT 1288 

ID ADA02657 standard; DNA; 39780 BP. 

DE Mouse Sema4d carcinoma associated gene, SEQ ID NO: 1175. 

PN WO2003057146-A2 . 

PD 17-JUL-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 1.8%; Score 58; DB 9; Length 39780; 

Best Local Similarity 58.9%; Pred. No. 0.001; 
RESULT 1289 

ID ADB72395 standard; DNA; 39780 BP. 
DE Mouse Sema4d gene. 
PN WO2003008583-A2. 
PD 30-JAN-2003. 



PA (SAGR-) SAGRES DISCOVERY. 

Query Match 1.8%; Score 58; DB 10; 

Best Local Similarity 58.9%; Pred. No. 0.001; 
RESULT 1290 

ID ADE95905 standard; DNA; 39780 BP. 
DE Mouse Sema4d gene genomic DNA sequence. 
PN WO2003039484-A2. 
PD 15-MAY-2003. 
PA (SAGR-) SAGRES DISCOVERY. 

Query Match 1.8%; Score 58; DB 10; 

Best Local Similarity 58.9%; Pred. No. 0.001; 
RESULT 1291 

ID ADL35829 standard; DNA; 3552 BP. 

DE Human semaphorin III family ( semaphorin3F) DNA. 

PN WO2004019893-A2. 

PD. ll-MAR-2004. 

PA (RIGE-) RIGEL PHARM INC. 

Query Match 1.8%; Score 57.6; DB 12; 

Best Local Similarity 46.2%; Pred. No. 0.0004; 
RESULT 1292 

ID ADR52674 standard; DNA; 3552 BP. 

Drug therapy altered expressed gene #25. 
WO2004072265-A2. 



Length 39780; 



Length 39780; 



Length 3552; 



DE 
PN 
PD 
PA 
PA 
PA 
PA 
PA 



26-AUG-2004. 
(AMHP ) WYETH. 



BURCZYNSKI M, 
TWINE N. 
DORNER A J. 
TREPICCHIO W 



(BURC/) 
(TWIN/) 
(DORN/) 

(TREP/) TREPICCHIO W L. 
Query Match 1.8%; 
Best Local Similarity 46.2%; 
RESULT 1293 

ID ACH12839 standard; cDNA; 495 BP 
DE Human adult brain cDNA #51. 
PN US2003073623-A1. 
PD 17-APR-2003. 
PA (DRMA/) DRMANAC R T. 
PA (LABA/) LABAT I. 
PA (STAC/) STACHE-CRAIN B. 
PA (DICK/) DICKSON M C. 
PA (JONE/) JONES L W. 



Score 57.6; DB 13; 
Pred. No. 0.0004; 



Length 3552; 



Score 57.2; DB 9; 
Pred. No. 0.00019; 



Length 495; 



(LABA/) 
( STAC/ ) 
(DICK/) 
(JONE/) 

Query Match 1.8%; 
Best Local Similarity 55.2%; 
RESULT 1294 

ID ADA02660 standard; DNA; 48244 BP. 

DE Human SEMA4D carcinoma associated gene, SEQ ID NO: 1178. 

PN WO2003057146-A2. 

PD 17-JUL-2003. 

PA (SAGR-) SAGRES DISCOVERY. 



Query Match 
Best Local Similarity 
RESULT 1295 

ID ADB72398 standard; 
DE Human SEMA4D gene. 
PN WO2003008583-A2. 
PD 30-JAN-2003. 
PA (SAGR-) SAGRES DISCOVERY 



1.8%; Score 56.6; DB 9; 
59.7%; Pred. No. 0.0027; 



Length 48244; 



DNA; 48244 BP. 



Query Match 1.8%; Score 56.6; DB 10; Length 48244; 

Best Local Similarity 59.7%; Pred. No. 0.0027; 
RESULT 1296 

ID ADE95908 standard; DNA; 48244 BP. 

DE Human SEMA4D gene genomic DNA sequence. 

PN WO2003039484-A2. 

PD 15-MAY-2003. 

PA (SAGR-) SAGRES DISCOVERY. 

Query Match 1.8%; Score 56.6; DB 10; Length 48244; 

Best Local Similarity 59.7%; Pred. No. 0.0027; 
RESULT 1297 

ID ACN42421 standard; cDNA; 3486 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 1296. 

PN WO2004023973-A2. 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 1.8%; Score 56.2; DB 13; Length 3486; 

Best Local Similarity 46.2%; Pred. No. 0.00093; 
RESULT 1298 

ID ACN42420 standard; cDNA; 3505 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 1295. 

PN WO2004023973-A2. 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 



1.8%; 
46.2%; 



Score 56.2; 



Pred. No. 0 



DB 13; 
00093; 



Length 3505; 



Query Match 
Best Local Similarity 
RESULT 1299 

ID ABN77998 standard; cDNA; 273 BP. 
DE Human ORF2945 cDNA, SEQ ID NO: 5889. 
PN WO200190366-A2. 
PD 29-NOV-2001. 
PA (CURA-) CURAGEN CORP. 

Query Match 1.8%; 

Best Local Similarity 71.6%; 
RESULT 1300 

ID ADR67092 standard; DNA; 10385 BP. 

DE Human cancer associated gene genomic sequence SEQ ID NO: 138. 
PN WO2004074321-A2. 
PD 02-SEP-2004. 

PA (SAGR-) SAGRES DISCOVERY INC. 



Score 55.6; DB 6; 
Pred. No. 0.00038; 



Length 273; 



1.8%; 



71.6%; 



2000 BP. 



Query Match 
Best Local Similarity 
RESULT 1301 

ID ADA71938 standard; DNA; 
Rice gene, SEQ ID 5263. 
WO2003000898-A1. 
03-JAN-2003. 

(SYGN ) SYNGENTA PARTICIPATIONS AG 
Query Match 1.7%; 
Best Local Similarity 10.3%; 
RESULT 1302 

ID ADA41596 standard; DNA; 4410 BP. 

Human secreted protein related DNA 
WO2002102993-A2. 
27-DEC-2002. 

(HUMA-) HUMAN GENOME SCI INC. 



Score 55.6; DB 13; Length 10385; 
Pred. No. 0.0023; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Score 54.4; DB 8; Length 2000; 
Pred. No. 0.0021; 



Query Match 



1.7%; Score 53; DB 8; Length 4 410; 



Length 4410; 



Best Local Similarity 65.8%; Pred. No. 0.0074; 
RESULT 1303 

ID ADA57738 standard; DNA; 4410 BP. 

DE BAC fragment containing human secreted protein gene #412 
PN WO2002102994-A2. 
PD 27-DEC-2002. 

PA (HUMA-) HUMAN GENOME SCI INC. 

Query Match 1.7%; Score 53; DB 10; 

Best Local Similarity 65.8%; Pred. No. 0.0074; 
RESULT 1304 

ID ADE09669 standard; DNA; 438 BP. 

DE Novel DNA-related contig nucleotide sequence #391 
PN WO2003054152-A2. 
PD 03-JUL-2003. 
PA (HYSE-) HYSEQ INC. 

Query Match 1.7%; 

Best Local Similarity 49.1%; 
RESULT 1305 

ID AAV35367 standard; cDNA; 2898 BP 
DE Human semaphorin encoding cDNA. 
PN WO9822504-A1. 
PD 28-MAY-1998. 

PA (SUMU ) SUMITOMO PHARM CO LTD. 

Query Match 1.7%; 

Best Local Similarity 57.7%; 
RESULT 1306 

ID ADI79371 standard; cDNA; 3982 BP. 

Mouse Sema3E nucleotide sequence SEQ ID NO: 9 
WO2004006898-A2. 



Score 52.6; 
Pred. No. 0. 



DB 10; 
003; 



Length 438; 



Score 52.6; DB 2; 
Pred. No. 0.0077; 



Length 2898; 



DE 
PN 
PD 
PA 



1.7%; Score 52.6; DB 12; 
57.7%; Pred. No. 0.009; 



Length 3982; 



Length 4460; 



22-JAN-2004. 
(SEMA-) SEMA APS. 
Query Match 
Best Local Similarity 
RESULT 1307 

ID AAZ28469 standard; DNA; 4460 BP. 

DE Mouse semaphorin H (Sema H) polynucleotide sequence 
PN W09947671-A2. 
PD 23-SEP-1999. 
PA (LUKA/) LUKANIDIN E M. 
PA (CHRI/) CHRISTENSEN C R L. 

Query Match 1.7%; Score 52.6; DB 2; 

Best Local Similarity 57.7%; Pred. No. 0.0095; 
RESULT 1308 

ID AAS28805 standard; cDNA; 445 BP. 

Human immunoglobulin encoding cDNA SEQ ID No 51. 
WO200155315-A2. 
02-AUG-2001. 

(HUMA-) HUMAN GENOME SCI INC. 
Query Match 1.7%; Score 52.4; DB 4; Length 445; 

Best Local Similarity 53.4%; Pred. No. 0.0034; 
RESULT 1309 

ID ABA06719 standard; cDNA; 445 BP. 
Human cDNA SEQ ID NO: 385. 
WO200154474-A2. 
02-AUG-2001. 

(HUMA-) HUMAN GENOME SCI INC. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Query Match 



1.7%; Score 52.4; DB 4; Length 445; 



Score 52.4; DB 10; 
Pred. No. 0.0034; 



Length 445; 



Length 2514; 



Best Local Similarity 53.4%; Pred. No. 0.0034; 
RESULT 1310 

ID ABV84056 standard; cDNA; 445 BP. 

DE Human polynucleotide SEQ ID NO 385. 

PN US2002090672-A1. 

PD ll-JUL-2002. 

PA (ROSE/) ROSEN C A. 

PA (RUBE/) RUBEN S M. 

PA (BARA/) BARASH S C. 

Query Match 1.7%; Score 52.4; DB 6; Length 445; 

Best Local Similarity 53.4%; Pred. No. 0.0034; 
RESULT 1311 

ID ADB31530 standard; cDNA; 445 BP. 

DE Human cDNA encoding a novel protein SEQ ID NO 51. 
PN US2003077606-A1. 
PD 24-APR-2003. 

PA (HUMA-) HUMAN GENOME SCI INC. 

Query Match 1.7%; 

Best Local Similarity 53.4%; 
RESULT 1312 

ID ABA06535 standard; cDNA; 2514 BP. 
DE Human cDNA SEQ ID NO: 201. 
PN WO200154474-A2. 
PD 02-AUG-2001. 

PA (HUMA-) HUMAN GENOME SCI INC. 

Query Match 1.7%; Score 52.4; DB 4; 

Best Local Similarity 53.4%; Pred. No. 0.0081; 
RESULT 1313 

ID ABV83872 standard; cDNA; 2514 BP. 
DE Human polynucleotide SEQ ID NO 201. 
PN US2002090672-A1. 
PD ll-JUL-2002. 
PA (ROSE/) ROSEN C A. 
PA (RUBE/) RUBEN S M. 
PA (BARA/) BARASH S C. 

Query Match 1.7%; Score 52.4; DB 6; 

Best Local Similarity 53.4%; Pred. No. 0.0081; 
RESULT 1314 

ID ABK36165 standard; cDNA; 3054 BP. 

DE cDNA sequence #556 encoding novel human secreted protein. 
PN WO200177289-A2. 
PD 18-OCT-2001. 

PA (GEMY ) GENETICS INST INC. 

Query Match 1.7%; Score 52.4; DB 6; Length 3054; 

Best Local Similarity 46.0%; Pred. No. 0.0089; 
RESULT 1315 

ID ADR67089 standard; DNA; 10241 BP. 

DE Mouse cancer associated gene genomic sequence SEQ ID NO: 135. 
PN WO2004074321-A2 . 
PD 02-SEP-2004. 

PA (SAGR-) SAGRES DISCOVERY INC. 

Query Match 1.7%; Score 52.4; DB 13; 

Best Local Similarity 69.6%; Pred. No. 0.016; 
RESULT 1316 

ID ABA59349 standard; DNA; 443 BP. 

DE Human foetal liver single exon nucleic acid probe #7654. 
PN WO200157277-A2. 



Length 2514; 



Length 10241; 



PD 09-AUG-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.7%; Score 52.2; DB 4; Length 443; 

Best Local Similarity 54.5%; Pred. No. 0.0039; 
RESULT 1317 

ID AAI39149 standard; DNA; 443 BP. 

DE Probe #7835 used to measure gene expression in human placenta sample. 
PN WO200157272-A2. 
PD 09-AUG-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.7%; Score 52.2; DB 4; Length 443; 

Best Local Similarity 54.5%; Pred. No. 0.0039; 
RESULT 1318 

ID ABA28049 standard; DNA; 443 BP. 

DE Probe #6515 for gene expression analysis in human heart cell sample. 
PN WO200157274-A2. 
PD 09-AUG-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.7%; Score 52.2; DB 4; Length 443; 

Best Local Similarity 54.5%; Pred. No. 0.0039; 
RESULT 1319 

ID AAK33363 standard; DNA; 443 BP. 

DE Human bone marrow expressed single exon probe SEQ ID NO: 7920. 
PN WO200157276-A2. 
PD 09-AUG-2001. 

PA (MOLE- ) MOLECULAR DYNAMICS INC. 

Query Match 1.7%; Score 52.2; DB 4; Length 443; 

Best Local Similarity 54.5%; Pred. No. 0.0039; 
RESULT 1320 

ID AAK07566 standard; DNA; 443 BP. 

DE Human brain expressed single exon probe SEQ ID NO: 7557. 
PN WO200157275-A2. 
PD 09-AUG-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.7%; Score 52.2; DB 4; Length 44 3; 

Best Local Similarity 54.5%; Pred. No. 0.0039; 
RESULT 1321 

ID ABS33117 standard; DNA; 443 BP. 

DE Human liver single exon probe, SEQ ID No 8107. 
PN WO200157273-A2. 
PD 09-AUG-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.7%; Score 52.2; DB 4; Length 443; 

Best Local Similarity 54.5%; Pred. No. 0.0039; 
RESULT 1322 

ID ABS08198 standard; DNA; 443 BP. 

DE Human genome-derived single exon probe from lung SEQ ID No 8189. 
PN WO200186003-A2. 
PD 15-NOV-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.7%; Score 52.2; DB 6; Length 443; 

Best Local Similarity 54.5%; Pred. No. 0.0039; 
RESULT 1323 

ID ABL09787 standard; cDNA; 4340 BP. 

DE Drosophila melanogaster expressed polynucleotide SEQ ID NO 23843. 
PN WO200171042-A2. 
PD 27-SEP-2001. 



PA (PEKE ) PE CORP NY. 

Query Match 1.6%; Score 51.6; DB 4; Length 4340; 

Best Local Similarity 53.2%; Pred. No. 0.017; 
RESULT 1324 

ID ABA71861 standard; DNA; 274 BP. 

DE Human foetal liver single exon nucleic acid probe #20166. 
PN WO200157277-A2. 
PD 09-AUG-2001. 

PA (MOLE- ) MOLECULAR DYNAMICS INC. 

Query Match 1.6%; Score 51.2; DB 4; Length 274; 

Best Local Similarity 58.7%; Pred. No. 0.0056; 
RESULT 1325 

ID AAI52204 standard; DNA; 274 BP. 

DE Probe #20890 used to measure gene expression in human placenta sample. 
PN WO200157272-A2. 
PD 09-AUG-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.6%; Score 51.2; DB 4; Length 274; 

Best Local Similarity 58.7%; Pred. No. 0.0056; 
RESULT 1326 

ID ABA37908 standard; DNA; 274 BP. 

DE Probe #16374 for gene expression analysis in human heart cell sample. 
PN WO200157274-A2. 
PD 09-AUG-2001. 

PA (MOLE- ) MOLECULAR DYNAMICS INC. 

Query Match 1.6%; Score 51.2; DB 4; Length 274; 

Best Local Similarity 58.7%; Pred. No. 0.0056; 
RESULT 1327 

ID AAK46306 standard; DNA; 274 BP. 

DE Human bone marrow expressed single exon probe SEQ ID NO: 20863. 
PN WO200157276-A2. 
PD 09-AUG-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.6%; Score 51.2; DB 4; Length 274; 

Best Local Similarity 58.7%; Pred. No. 0.0056; 
RESULT 1328 

ID AAK20236 standard; DNA; 274 BP. 

DE Human brain expressed single exon probe SEQ ID NO: 20227. 
PN WO200157275-A2. 
PD 09-AUG-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.6%; Score 51.2; DB 4; Length 274; 

Best Local Similarity 58.7%; Pred. No. 0.0056; 
RESULT 1329 

ID ABS46029 standard; DNA; 274 BP. 

DE Human liver single exon probe, SEQ ID No 21019. 
PN WO200157273-A2. 
PD 09-AUG-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 

Query Match 1.6%; Score 51.2; DB 4; Length 274; 

Best Local Similarity 58.7%; Pred. No. 0.0056; 
RESULT 1330 

ID ABS20620 standard; DNA; 274 BP. 

DE Human genome-derived single exon probe ORF from lung SEQ ID No 20611. 
PN WO200186003-A2. 
PD 15-NOV-2001. 

PA (MOLE-) MOLECULAR DYNAMICS INC. 



Query Match 1.6%; Score 51.2; DB 6; Length 274; 

Best Local Similarity 58.7%; Pred. No. 0.0056; 
RESULT 1331 

ID ADQ92072 standard; DNA; 505 BP. 

DE Human autoantigen DNA fragment MPMGp800D24583 . 

PN WO2004058972-A1. 

PD 15-JUL-2004. 

PA (THIE/) THIESEN H. 

PA (LORE/) LORENZ P. 

Query Match 1.6%; Score 51; DB 12; Length 505; 

Best Local Similarity 55.4%; Pred. No. 0.0086; 
RESULT 1332 

ID ADQ87202 standard; cDNA; 2516 BP. 

DE Human tumour-associated antigenic target (TAT) cDNA sequence #4079. 

PN WO2004060270-A2 . 

PD . 22-JUL-2004. 

PA (GETH ) GENENTECH INC. 

PA (WUTD/) WU T D. 

PA (ZHOU/) ZHOU Y. 

Query Match 1.6%; Score 51; DB 13; Length 2516; 

Best Local Similarity 46.8%; Pred. No. 0.019; 
RESULT 1333 

ID ADD08941 standard; cDNA; 2719 BP. 

DE Human semaphorin 3F encoding cDNA SEQ ID NO: 17. 

PN WO2003029814-A2. 

PD 10-APR-2003. 

PA (LUDW-) LUDWIG INST CANCER RES. 
PA (LICN ) LICENTIA LTD. 

Query Match 1.6%; Score 51; DB 10; Length 2719; 

Best Local Similarity 46.8%; Pred. No. 0.02; 
RESULT 1334 

ID ACN42422 standard; cDNA; 324 8 BP. 

DE Human diagnostic and therapeutic polynucleotide SEQ ID NO: 1297. 

PN . WO2004023973-A2. 

PD 25-MAR-2004. 

PA (INCY-) INCYTE CORP. 

Query Match 1.6%; Score 51; DB 13; Length 3248; 

Best Local Similarity 46.8%; Pred. No. 0.022; 
RESULT 1335 

ID ADP75180 standard; DNA; 304905 BP. 
DE Human Endophilin 2 gene. 
PN WO2003031594-A2 . 
PD 17-APR-2003. 

PA (GENO-) GENOME THERAPEUTICS CORP. 

Query Match 1.6%; Score 50.6; DB 11; Length 304905; 

Best Local Similarity 67.4%; Pred. No. 0.27; 
RESULT 1336 

ID AAQ87446 standard; cDNA; 2504 BP. 

DE Tribolium semaphorin I cDNA. 

PN WO9507706-A1. 

PD 23-MAR-1995. 

PA (REGC ) UNIV CALIFORNIA. 

Query Match 1.6%; Score 50.2; DB 2; Length 2504; 

Best Local Similarity 54.6%; Pred. No. 0.031; 
RESULT 1337 

ID ADP28048 standard; DNA; 1899 BP. 

DE Human secreted protein encoding sequence SEQ ID #4 6. 



Length 1899; 



DE 
PN 
PD 
PA 



DB 12; 
.045; 



Length 1929; 



PN WO2004035732-A2 . 
PD 29-APR-2004. 

PA (FIVE-) FIVE PRIME THERAPEUTICS INC. 

Query Match 1.6%; Score 4 9.4; DB 12; 

Best Local Similarity 54.0%; Pred. No. 0.044; 
RESULT 1338 

ID ADP28047 standard; DNA; 1929 BP. 

Human secreted protein encoding sequence SEQ ID #45. 
WO2004035732-A2. 
29-APR-2004. 

(FIVE-) FIVE PRIME THERAPEUTICS INC. 
Query Match 1.6%; Score 49.4; DB 12; Length 1929; 

Best Local Similarity 54.0%; Pred. No. 0.045; 
RESULT 1339 

ID ADP28049 standard; DNA; 1929 BP. 

Human secreted protein encoding sequence SEQ ID #47. 
WO2004035732-A2. 
29-APR-2004. 

(FIVE-) FIVE PRIME THERAPEUTICS INC. 
Query Match 1.6%; Score 49.4; 

Best Local Similarity 54.0%; Pred. No. 0, 
RESULT 1340 

ID ADP28050 standard; DNA; 1929 BP. 

Human secreted protein encoding sequence SEQ ID #48. 
WO2004035732-A2. 
29-APR-2004. 

(FIVE-) FIVE PRIME THERAPEUTICS INC. 
Query Match 
Best Local Similarity 
RESULT 1341 

ID AAX89112 standard; DNA; 2331 BP. 

Human brain tissue-derived polypeptide coding sequence (clone OM007) 
W09933873-A1. 

08- JUL-1999. 

(ONOY ) ONO PHARM CO LTD. 
Query Match 1.6%; Score 49.4; DB 2; Length 2331; 

Best Local Similarity 56.4%; Pred. No. 0.049; 
RESULT 1342 

ID AAA37109 standard; cDNA; 3871 BP. 

Human PR01491 (UNQ760) cDNA sequence SEQ ID NO: 309. 
WO200012708-A2. 

09- MAR-2000. 
(GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 3; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1343 

ID AAF54421 standard; DNA; 3871 BP. 

DNA encoding protein of the invention #86. 
WO200078961-A1. 
28-DEC-2000. 
(GETH ) GENENTECH INC. 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



1.6%; Score 49.4; DB 12; Length 1929; 
54.0%; Pred. No. 0.045; 



DE 
PN 
PD 
PA 



Length 3871; 



DE 
PN 
PD 
PA 



1.6%; 
56.4%; 



Score 49.4; 



Pred. No. 0 



DB 4; 
063; 



Query Match 
Best Local Similarity 
RESULT 1344 

ID AAS46098 standard; cDNA; 3871 BP. 

DE Human DNA encoding PRO polypeptide sequence #174. 
PN WO200168848-A2. 



Length 3871; 



PD 2.0-SEP-2001. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 4; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1345 

ID ACA89548 standard; cDNA; 3.871 BP. 

DE cDNA encoding human PRO polypeptide #174. 

PN US2003036141-A1. 

PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1346 

ID ACA73558 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 

PN US2003036146-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 8; Length °3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1347 

ID ACA05873 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 

PN US2003036162-A1 . 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 4 9.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 134 8 

ID ACA66707 standard; cDNA; 3871 BP. 

DE cDNA encoding human PRO protein #174. 

PN US2003036137-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 134 9 

ID ACF20282 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003040063-A1 . 
PD 27-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1350 

ID ACF19668 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003040064-A1. 
PD 27-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1351 

ID ACD21956 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003027267-A1. 
PD 06-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1352 



ID ACF13121 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003036160-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1353 

ID ACD25224 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003044925-A1. 
PD 06-MAR-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1354 

ID ACF00273 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003054474-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1355 

ID ACA72330 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR014 91 cDNA. 
PN US2003032114-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1356 

ID ACD04854 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR01491 cDNA. 
PN US2003032101-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1357 

ID ACD18315 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003036124-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1358 

ID ACD08322 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003040054-A1. 
PD 27-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1359 

ID ACA88756 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR014 91 cDNA. 
PN US2003036133-A1 . 
PD 20-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1360 



ID ACA70198 standard; cDNA; 3871 BP. 

DE Human secreted/transmerabrane protein (PRO) cDNA #174. 
PN US2003036134-A1. 
PD 20-FEB-2003. 

Query Match 1.6ft; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1361 

ID ACD12420 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR014 91 cDNA. 
PN US2003022294-A1. 
PD 30-JAN-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1362 

ID ACC74335 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003027275-A1. 
PD 06-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1363 

ID ACD15963 standard; cDNA; 3871 BP. 

DE Human secreted/transmerabrane protein (PRO) cDNA #174. 
PN US2003027324-A1. 
PD 06-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1364 

ID ACD25531 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR014 91 cDNA. 

PN US2003036118-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1365 

ID ACD18008 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003036123-A1 . 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1366 

ID ACC88295 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003036148-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1367 

ID ACD21649 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003040060-A1. 
PD 27-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1368 



Length 3871; 



Length 3871; 



ID ACD18716 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003044916-A1. 
PD 06-MAR-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1369 

ID ABX98326 standard; cDNA; 3871 BP. 

DE Human cDNA encoding a secreted/transmembrane protein, SEQ ID 347, 
PN US2003036156-A1 . 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1370 

ID ACD14077 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003032117-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 8; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1371 

ID ACD09857 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003036128-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1372 

ID ACC88602 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003027266-A1. 
PD 06-FEB-2003. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 1373 

ID ACD21342 standard; cDNA; 3871 BP. 
DE Human secreted/transmembrane protein 
PN US2003054483-A1. 
PD 20-MAR-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 4 9.4; DB 8; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1374 

ID ABX75714 standard; cDNA; 3871 BP. 

DE Human cDNA encoding secreted/transmembrane protein, PR01491. 
PN US2003022298-A1. 
PD 30-JAN-2003. 

Query Match 1.6%; Score 49.4; 

Best Local Similarity 56.4%; Pred. 
RESULT 1375 

ID ABX97917 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003032102-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; 

Best Local Similarity 56.4%; Pred. 
RESULT 1376 



Score 49.4; DB 8; Length 3871; 
Pred. No. 0.063; 



(PRO) cDNA #174, 



Length 3871; 



DB 8; 
No. 0.063; 



Length 3871; 



DB 8; 
No. 0.063; 



Length 3871; 



ACA97393 standard; cDNA; 3871 BP. 

Novel human secreted and transmembrane protein PR01491 cDNA. 
US2003036117-A1. 



Length 3871; 



Length 3871; 



Length 3871; 



ID 
DE 
PN 

PD 20-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 8; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1377 

ID ACA57856 standard; cDNA; 3871 BP. 
DE Human PR01491 cDNA. 
PN US2003036143-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 8; 

Best. Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1378 

ID ACD14384 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003032130-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1379 

ID ACC91167 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347, 

PN US2003032138-A1 . 

PD 13-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1380 

ID ACC88909 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347, 
PN US2003036132-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 8; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1381 

ID ACD07106 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003008353-A1 . 
PD 09-JAN-2003. 
PA (GETH ) GENENTECH INC. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 1382 

ID ACA67557 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003017542-A1. 
PD 23-JAN-2003. 

Query Match 1.6%; Score 4 9.4; 

Best Local Similarity 56.4%; Pred. 
RESULT 1383 

ID ACC81612 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003032137-A1 . 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 



Length 3871; 



Score 49.4; DB 8; 
Pred. No. 0.063; 



Length 3871; 



DB 8; 
No. 0.063; 



Length 3871; 



RESULT 1384 

ID ACC89216 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003027269-A1. 
PD 06-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1385 

ID ACC86572 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347, 
PN US2003027268-A1. 
PD 06-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1386 

ID ACC89830 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003027274-A1. 
PD 06-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1387 

ID ACC93009 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003032135-A1. 

PD 13-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 4 9.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1388 

ID ACA72637 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003022295-A1. 
PD 30-JAN-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1389 

ID ACA89155 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003022297-A1. 
PD 30-JAN-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1390 

ID ACA69891 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003032105-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1391 

ID ACA97034 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR01491 cDNA. 
PN US2003032123-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 



RESULT 1392 

ID ACA91030 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR01491 cDNA. 
PN US2003032108-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1393 

ID ACA70812 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003032111-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1394 

ID ACA95322 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR014 91 cDNA. 

PN US2003032119-A1. 

PD 13-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1395 

ID ACC86265 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003027263-A1 . 
PD 06-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1396 

ID ACC90137 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003027271-A1. 
PD 06-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1397 

ID ACD12745 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003036125-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1398 

ID ACF19975 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PROl491-encoding cDNA, SEQ ID NO: 347. 
PN US2003040068-A1. 
PD 27-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1399 

ID ABX76919 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003027280-A1. 
PD 06-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 



RESULT 1400 

ID ACA73251 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR01491 cDNA. 
PN US2003022300-A1. 
PD 30-JAN-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1401 

ID ACA68794 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR014 91 cDNA. 
PN US2003036136-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 14 02 

ID ACA74638 standard; cDNA; 3871 BP. 

DE cDNA encoding human PRO polypeptide #174. 

PN US2003036138-A1. 

PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1403 

ID ACA70505 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003032109-A1 . 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1404 

ID ACD14691 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003040066-A1. 
PD 27-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1405 

ID ACA68363 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR014 91 cDNA. 
PN US2003032104-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1406 

ID ABX98828 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR014 91 cDNA. 
PN US2003036157-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1407 

ID ACC81305 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003032120-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1408 



ID ACA95629 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR01491 cDNA. 
PN US2003036155-A1 . 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1409 

ID ACD04547 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR01491 cDNA. 
PN US2003022296-A1. 
PD 30-JAN-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1410 

ID ACC87988 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PRQ1491-encoding cDNA, SEQ ID NO: 347. 

PN US2003027281-A1. 

PD 06-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1411 

ID ACF12650 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003040058-A1. 
PD 27-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1412 

ID ACA96365 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003017540-A1. 
PD 23-JAN-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1413 

ID ACA65139 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003032106-A1 . 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1414 

ID ACA73865 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003032129-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1415 

ID ACA74277 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR014 91 cDNA. 
PN US2003032131-A1. 
PD 13-FEB-2003. 

Query Match. 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1416 



1.6%; 
56.4%; 



Score 49.4; DB 8; Length 3871; 
Pred. No. 0.063; 



1.6%; 
56.4%; 



Score 49.4; 
Pred. No. 0, 



DB 8; 
063; 



Length 3871; 



1.6%; 
56.4%; 



Score 4 9.4; DB 8; 
Pred. No. 0.063; 



Length 3871; 



1.6%; 
56.4%; 



Score 49.4; DB 8; 
Pred. No. 0.063; 



Length 3871; 



ID ACA96672 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003032103-A1. 
PD 13-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 1417 

ID ACD10778 standard; cDNA; 3871 BP. 
DE cDNA encoding human PRO polypeptide #174. 
PN US2003032107-A1. 
PD 13-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 1418 

ID ACC91474 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003032139-A1. 
PD 13-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 1419 

ID ACD02809 standard; cDNA; 3871 BP. 
DE cDNA encoding human PRO polypeptide #174. 
PN US2003022301-A1. 
PD 30-JAN-2003. 
Query Match 
Best Local Similarity 
RESULT 1420 

ID ACC87374 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003036165-A1. 

PD 20-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 1421 

ID ACC85958 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, 
PN US2003027262-A1. 
PD 06-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 1422 

ID ACA65446 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003032110-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1423 

ID ACA94263 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003036142-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1424 



Score 49.4; DB 8; 
Pred. No. 0.063; 



1.6%; 
56.4%; 



Score 49.4; DB 8; 
Pred. No. 0.063; 



Length 3871; 



SEQ ID NO:347. 



Length 3871; 



DB 8; Length 3871; 



,4; DB 8; 
No. 0.063; 



Length 3871; 



Score 49.4; DB 8; 
Pred. No. 0.063; 



Length 3871; 



(PRO) cDNA #174. 



Length 3871; 



ID ACA98007 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003036145-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49. 

Best Local Similarity 56.4%; Pred. 
RESULT 1425 

ID ACA91509 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR01491 cDNA. 
PN US2003036154-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1426 

ID ACA90723 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR01491 cDNA. 
PN US2003036153-A1 . 
PD 20-FEB-2003. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 1427 

ID ACD16270 standard; cDNA; 3871 BP. 
DE Human secreted/transmembrane protein 
PN US2003044931-A1. 
PD 06-MAR-2003. 

Query Match 1.6%; Score 49.4; DB 8; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 142 8 

ID ACD17431 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003036150-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 1429 

ID ACC92088 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003040069-A1 . 
PD 27-FEB-2003. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 1430 

ID ACA74945 standard; cDNA; 3871 BP. 
DE cDNA encoding human PRO polypeptide #174 
PN US2003022293-A1 . 
PD 30-JAN-2003. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 1431 

ID ACA91816 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003032128-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; 

Best Local Similarity 56.4%; Pred. No. 
RESULT 1432 

ID ACA71460 standard; cDNA; 3871 BP. 



Score 49.4; DB 8; 
Pred. No. 0.063; 



Length 3871; 



Score 4 9.4; 
Pred. No. 0 



DB 8; 
063; 



Length 3871; 



Score 49.4; DB 8; 
Pred. No. 0.063; 



Length 3871; 



DB 8; 
0.063; 



Length 3871; 



DB 8; 
.063; 



Length 3871; 



DB 8; 
0.063; 



Length 3871; 



Length 3871; 



DE Human secreted/ transmembrane protein (PRO) cDNA #174. 
PN US2003032116-A1 . 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 8; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1433 

ID ACC90860 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003032122-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; 

Best Local Similarity 56.4%; Pred. No. 0 
RESULT 1434 

ID ACA65870 standard; cDNA; 3871 BP. 
DE cDNA encoding human PRO protein #174. 
PN US2003036139-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 4 9.4; 

Best Local Similarity 56.4%; Pred. No. 
RESULT 1435 

ID ACA95015 standard; cDNA; 3871 BP. 
DE cDNA encoding human PRO polypeptide #174. 
PN US2003017541-A1. 
PD 23-JAN-2003. 

Query Match 1.6%; Score 49.4; DB 8; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1436 

ID ACD16577 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174, 
PN US2003017543-A1. 
PD 23-JAN-2003. 
Query Match 
Best Local Similarity 
RESULT 14 37 

ID ACD15656 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003036152-A1. 
PD 20-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 14 38 

ID ABX16759 standard; cDNA; 3871 BP. 

DE Human cDNA encoding secreted/transmembrane protein #174. 
PN US2002127584-A1. 
PD 12-SEP-2002. 
PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49. 

Best Local Similarity 56.4%; Pred. No. 
RESULT 1439 

ID ACA97700 standard; cDNA; 3871 BP. 
DE Human PRO polynucleotide #174. 
PN US2003032115-A1. 
PD 13-FEB-2003. 
Query Match 
Best Local Similarity 
RESULT 1440 

ID ACA99149 standard; 



1.6%; 
56.4%; 



Score 49.4; DB 8; 
Pred. No. 0.063; 



Length 3871; 



1.6%; 
56.4%; 



Score 4 9.4; DB 8; 
Pred. No. 0.063; 



Length 3871; 



4; 
0 



DB 8; 

,063; 



Length 3871; 



1.6%; 
56.4%; 



Score 4 9.4; DB 9; 
Pred. No. 0.063; 



Length 3871; 



cDNA; 3871 BP. 



DE Novel human secreted and transmembrane protein PR01491 cDNA. 
PN US2003032140-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1441 

ID ACC91781 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003040076-A1. 

PD 27-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1442 

ID ACD11192 standard; cDNA; 3871 BP. 

DE Novel human secreted and transmembrane protein PR01491 cDNA. 

PN US2003008352-A1 . 

PD 09-JAN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1443 

ID ACD15042 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003044922-A1. 
PD 06-MAR-2003. 

Query Match 1.6%; Score 4 9.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1444 

ID ACD11806 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003032118-A1. 
PD 13-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1445 

ID ACC95935 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003036135-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1446 

ID ACF16498 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003054455-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1447 

ID ACF02616 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003049741-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 



Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1448 

ID ACF02923 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR014 91-encoding cDNA, SEQ ID NO: 347. 

PN US2003049743-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1449 

ID ACF21510 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003049769-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 14 50 

ID ACF10194 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003068743-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1451 

ID ACF78087 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003054479-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 4 9.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 14 52 

ID ACD46792 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 

PN US2003068685-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 14 53 

ID ACD49555 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 

PN US2003068725-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 14 54 

ID ACF28322 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003068752-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 



RESULT 1455 

ID ACD89012 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein 

PN US2003068682-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 



(PRO) cDNA #174. 



Query Match 1.6%; 
Best Local Similarity 56.4%; 
RESULT 1456 

ID ACD84407 standard; cDNA; 3871 BP 

DE Human PRO polynucleotide #174. 

PN US2003068701-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 



Score 49.4; DB 9; Length 3871; 



Pred. No. 0.063; 



Score 49.4; DB 9; Length 3871; 



Pred. No. 0.063; 



DE 
PN 
PD 
PA 



DE 
PN 
PD 
PA 



Length 3871; 



Query Match 1.6%; 
Best Local Similarity 56.4%; 
RESULT 1457 

ID ACD99181 standard; cDNA; 3871 BP. 

cDNA encoding human PRO polypeptide #174. 
US2003068755-A1. 
10-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 1.6%; Score 49.4; DB 9; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1458 

ID ADA78099 standard; cDNA; 3871 BP. 

Human secreted/transmembrane protein (PRO) cDNA #174. 
US2003073180-A1. 
17-APR-2003. 
(GETH ) GENENTECH INC. 
Query Match 1.6%; Score 4 9.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1459 

ID ACF48923 standard; cDNA; 3871 BP. 

DE Human secreted -polypeptide PR014 91-encoding cDNA, SEQ ID NO: 347. 
PN US2003104539-A1. 
PD 05-JUN-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1460 

ID ACD09243 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003036131-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 14 61 

ID ACF12036 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003040075-A1. 
PD 27-FEB-2003. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 14 62 

ID ACF41270 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, 
PN US2003054459-A1. 



Score 4 9.4; DB 9; 
Pred. No. 0.063; 



Length 3871; 



SEQ ID NO: 347. 



PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1463 

ID ACF15884 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003044930-A1. 
PD 06-MAR-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 14 64 

ID ACF16191 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003040071-A1. 

PD 27-FEB-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1465 

ID ACD32018 standard; cDNA; 3871 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #174. 

PN US2003054471-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 14 66 

ID ACF18826 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491~encoding cDNA, SEQ ID NO: 347. 

PN US2003064452-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1467 

ID ACF09273 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003068705-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1468 

ID ACF78394 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA f SEQ ID NO: 347. 

PN US2003054473-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1469 

ID ACF51993 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347, 
PN US2003064440-A1. 
PD 03-APR-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 



Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1470 

ID ACF26480 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA f SEQ ID NO: 347. 

PN US2003068704-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1471 

ID ACF24273 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003068722-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1472 

ID ACF63584 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003073183-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1473 

ID ACF50458 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003104549-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1474 

ID ACH07929 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 

PN US2003049749-A1. 

PD 13-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1475 

ID ACF13735 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003064462-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1476 

ID ACD41661 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 

PN US2003065159-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 



RESULT 1477 

ID ACF32074 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003064447-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1478 

ID ACF23352 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003073184-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1479 

ID ACF40042 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003064463-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1480 

ID ACD45564 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 

PN US2003064451-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1481 

ID ACF53221 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003068721-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1482 

ID ACF27401 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003068699-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1483 

ID ACF45239 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003068707-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1484 



Score 49.4; DB 9; 
Pred. No. 0.063; 



Length 3871; 



ID ACF29857 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003073175-A1. 

PD 17-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1485 

ID ACD89933 standard; cDNA; 3871 BP. 

DE Human secreted/ transmembrane protein (PRO) cDNA #174. 

PN US2003068695-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 1486 

ID ACD84714 standard; cDNA; 3871 BP. 

DE Human PRO polynucleotide #174. 

PN US2003068703-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1487 

ID ACD98874 standard; cDNA; 3871 BP. 

DE cDNA encoding human PRO polypeptide #174. 

PN US2003068732-A1. 

PD 10-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 14 8 8 

ID ACF77166 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003082717-A1. 
PD 01-MAY-2003. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 14 89 

ID ACF76859 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003104548-A1. 

PD 05-JUN-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1490 

ID ACF49844 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003104542-A1. 
PD 05-JUN-2003. 

Query Match 1.6%; 

Best Local Similarity 56.4%; 
RESULT 1491 

ID ACF50151 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, 
PN US2003104543-A1. 



Score 49.4; DB 9; 
Pred. No. 0.063; 



Length 3871; 



Score 49.4; DB 9; 
Pred. No. 0.063; 



Length 3871; 



SEQ ID NO: 347. 



PD 05-JUN-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1492 

ID ACD09550 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003036127-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1493 

ID ACD08629 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 
PN US2003040061-A1. 
PD 27-FEB-2003. 

Query Match 1.6%; Score 4 9.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1494 

ID ACF12343 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003036130-A1. 
PD 20-FEB-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1495 

ID ACC94851 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003054468-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 4 9.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1496 

ID ACD22570 standard; cDNA; 3871 BP. 

DE Human secreted/transmembrane protein (PRO) cDNA #174. 

PN US2003054470-A1. 

PD 20-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1497 

ID ACF15270 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003044917-A1. 
PD 06-MAR-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1498 

ID ACC97365 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 
PN US2003044929-A1. 
PD 06-MAR-2003. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1499 

ID ACC92395 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PRO!491-encoding cDNA, SEQ ID NO: 347. 



PN US2003059880-A1. 

PD 27-MAR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 49.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 
RESULT 1500 

ID ACF14042 standard; cDNA; 3871 BP. 

DE Human secreted polypeptide PR01491-encoding cDNA, SEQ ID NO: 347. 

PN US2003064465-A1. 

PD 03-APR-2003. 

PA (GETH ) GENENTECH INC. 

Query Match 1.6%; Score 4 9.4; DB 9; Length 3871; 

Best Local Similarity 56.4%; Pred. No. 0.063; 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: February 15, 2005, 01:50:12 



; Search time 504 Seconds 
(without alignments) 
10204.003 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



US-10-015-391A-276 
3143 

1 gggctgaggcactgagagac aaatataaggcttaaaaaaa 3143 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2405568 



Post-processing: 



Database 



Minimum Match 0% 

Maximum Match 100% 

Listing first 1500 summaries 

Issued_Patents_NA: * 

1 : / cgn2_6/ptodata/ 1/ina/ 5A_COMB . seq : * 

2 : /cgn2_6/ptodata/ 1/ina/ 5B_COMB. seq: * 

3 : /cgn2_6/ptodata/ 1/ina/ 6A_COMB. seq: * 

4 : / cgn2_6/ptodata/ 1/ina/ 6B_COMB. seq: * 

5: /cgn2_6/ptodata/l/ina/PCTUS_COMB.seq: 

6: /cgn2_6/ptodata/l/ina/backf ilesl . seq: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 








Description 


1 


3040.8 


96.7 


3104 


4 


us- 


-09- 


-578- 


•063-17 


Sequence 


17, Appl 


2 


2283 


72.6 


2283 


4 


us- 


•09- 


-578- 


•063-18 


Sequence 


18, Appl 


3 


1727.6 


55.0 


3046 


4 


us- 


•09- 


-578- 


-063-71 


Sequence 


71, Appl 


4 


1727.6 


55.0 


3046 


4 


us- 


09- 


-578- 


-063-77 


Sequence 


77, Appl 


5 


230 


7.3 


2433 


4 


us- 


•09- 


-300- 


-958A-24 


Sequence 


24, Appl 


6 


153.4 


4.9 


4157 


4 


us- 


-08- 


-556- 


-422A-1 


Sequence 


1, Appli 


7 


126 


4.0 


3524 


4 


us- 


-09- 


-077- 


-940A-3 


Sequence 


3, Appli 


8 


125.4 


4.0 


3692 


4 


us- 


-09- 


-077- 


-940A-1 


Sequence 


1, Appli 


9 


121.4 


3.9 


2820 


4 


us- 


-09- 


-854- 


-845-15 


Sequence 


15, Appl 


10 


121.4 


3.9 


2865 


4 


us- 


09- 


-854- 


-845-13 


Sequence 


13, Appl 


11 


121.4 


3.9 


3105 


4 


us- 


-09- 


-854- 


-845-5 


Sequence 


5, Appli 



12 


121.4 


3. 


9 


3150 


4 


US-09-854-845-1 


Sequence 


1, Appli 


13 


121.4 


3. 


9 


3237 


4 


US-09-854-845-7 


Sequence 


7, Appli 


14 


121.4 


3. 


9 


3282 


4 


US-09-854-845-3 


Sequence 


3, Appli 


15 


121.4 


3. 


9 


3411 


4 


US-09-854-845-11 


Sequence 


11, Appl 


16 


121.4 


3. 


9 


3456 


4 


US-09-854-845-9 


Sequence 


9, Appli 


17 


121.4 


3. 


9 


4074 


4 


US-09-854-845-17 


Sequence 


17, Appl 


18 


105.4 


3. 


4 


2094 


4 


US-09-854-845-24 


Sequence 


24, Appl 


19 


105.4 


3. 


4 


2517 


4 


US-09-854-845-28 


Sequence 


28, Appl 


20 


105.4 


3. 


4 


2598 


4 


US-09-854-845-32 


Sequence 


32, Appl 


21 


105.4 


3. 


4 


2951 


4 


US-09-854-845-50 


Sequence 


50, Appl 


22 


102.4 


3. 


3 


2109 


4 


US-09-854-845-22 


Sequence 


22, Appl 


23 


102.4 


3. 


3 


2532 


4 


US-09-854-845-26 


Sequence 


26, Appl 


24 


102.4 


3. 


3 


2575 


4 


US-09-774-528-40 


Sequence 


40, Appl 


25 


102.4 


3. 


3 


2613 


4 


US-09-854-845-30 


Sequence 


30, Appl 


26 


102 


3. 


2 


1890 


4 


US-09-520-781-29 


Sequence 


29, Appl 


27 


102 


3. 


2 


2278 


4 


US-09-976-594-1002 


Sequence 


1002, Ap 


28 


102 


3. 


2 


3333 


4 


US-09-520-781-5 


Sequence 


5, Appli 


29 


102 


3. 


2 


3498 


4 


US-09-520-781-3 


Sequence 


3, Appli 


30 


102 


3. 


2 


4280 


4 


US-09-774-528-330 


Sequence 


330, App 


31 


98.6 


3. 


1 


1797 


4 


US-09-854-845-40 


Sequence 


40, Appl 


32 


98.6 


3. 


1 


2220 


4 


US-09-854-845-44 


Sequence 


44, Appl 


33 


98.6 


3. 


1 


2301 


4 


US-09-854-845-48 


Sequence 


48, Appl 


34 


98.6 


3. 


1 


2790 


4 


US-09-254-594-5 


Sequence 


5, Appli 


35 


98.6 


3. 


1 


3432 


4 


US-09-254-594-4 


Sequence 


4, Appli 


36 


95.6 


3. 


0 


1812 


4 


US-09-854-845-38 


Sequence 


38, Appl 


37 


95.6 


3. 


0 


2235 


4 


US-09-854-845-42 


Sequence 


42, Appl 


38 


95.6 


3. 


0 


2316 


4 


US-09-854-845-46 


Sequence 


46, Appl 


39 


89.8 


2. 


9 


2787 


4 


US-09-254-594-2 


Sequence 


2, Appli 


40 


89.8 


2. 
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913- 


954-1 


Sequence 


1, Appli 


c 


212 


37.6 


1 


.2 


22294 


4 


us- 


09- 


949- 


016-15522 


Sequence 


15522, A 




213 


37.4 


1 


.2 


792 


4 


us- 


09- 


252- 


991A-11705 


Sequence 


11705, A 




214 


37.4 


1 


.2 


876 


4 


us- 


09- 


252- 


991A-11783 


Sequence 


11783, A 


c 


215 


37.4 


1 


.2 


975 


4 


us- 


09- 


252- 


991A-11651 


, Sequence 


11651, A 




216 


37.4 


1 


.2 


1728 


4 


US- 


09- 


252- 


991A-9757 


Sequence 


9757, Ap 




217 


37.4 


1 


.2 


1803 


4 


US- 


09- 


252- 


991A-7559 


Sequence 


7559, Ap 


c 


218 


37.4 


1 


.2 


1824 


4 


us- 


09- 


252- 


991A-10076 


Sequence 


10076, A 


c 


219 


37.4 


1 


.2 


2007 


4 


us- 


09- 


252- 


991A-10141 


Sequence 


10141, A 




220 


37.4 


1 


.2 


2178 


4 


us- 


09- 


902- 


540-7409 


Sequence 


7409, Ap 




221 


37.4 


1 


.2 


2787 


4 


us- 


09- 


252- 


991A-7629 


Sequence 


7629, Ap 


c 


222 


37.4 


1 


.2 


3135 


4 


us- 


09- 


252- 


991A-7924 


Sequence 


7924, Ap 


c 


223 


37.4 


1 


.2 


6119 


4 


us- 


09- 


902- 


540-713 


Sequence 


713, App 


c 


224 


37.4 


1 


.2 


41815 


4 


us- 


09- 


949- 


016-17447 


Sequence 


17447, A 




225 


37.2 


1 


.2 


1293 


4 


us- 


09- 


902- 


540-7230 


Sequence 


7230, Ap 




226 


37.2 


1 


.2 


4486 


4 


us- 


09- 


902- 


540-677 


Sequence 


677, App 




227 


37.2 


1 


.2 


50341 


1 


us- 


08- 


247- 


901C-1 


Sequence 


1, Appli 




228 


37.2 


1 


.2 


50341 


2 


us- 


09- 


075- 


904-1 


Sequence 


1, Appli 




229 


37.2 


1 


.2 


52297 


3 


us- 


09- 


426- 


436-1 


Sequence 


1, Appli 




230 


37.2 


1 


.2 


52297 


3 


us- 


08- 


705- 


557-1 


Sequence 


1, Appli 




231 


37 


1 


.2 


537 


4 


us- 


09- 


902- 


540-3308 


Sequence 


3308, Ap 


c 


232 


37 


1 


.2 


832 


4 


us- 


09- 


621- 


976-2813 


Sequence 


2813, Ap 




233 


37 


1 


.2 


1249 


3 


us- 


09- 


333- 


208-1 


Sequence 


1, Appli 




234 


37 


1 


.2 


1249 


3 


us- 


09- 


333- 


254-1 


Sequence 


1, Appli 




235 


37 


1 


.2 


1249 


3 


us- 


09- 


183- 


270-1 


Sequence 


1, Appli 




236 


37 


1 


.2 


1286 


4 


us- 


09- 


489- 


847-124 


Sequence 


124, App 




237 


37 


1 


.2 


1288 


4 


us- 


09- 


205- 


258-125 


Sequence 


125, App 




238 


37 


1 


.2 


1371 


4 


us- 


09- 


902- 


540-9043 


Sequence 


9043, Ap 


c 


239 


37 


1 


.2 


11295 


4 


us- 


09- 


902- 


540-967 


Sequence 


967, App 





240 


37 


1 


.2 


15351 


4 


US- 


09- 


902- 


540-1154 


Sequence 


1154, Ap 


c 


241 


37 


1 


.2 


28374 


4 


us- 


09- 


949- 


016-17508 


Sequence 


17508, A 


c 


242 


36.8 


1 


.2 


289 


3 


us- 


09- 


007- 


005-17 


Sequence 


17, Appl 


c 


243 


36.8 


1 


.2 


289 


3 


us- 


09- 


244- 


796-17 


Sequence 


17, Appl 


c 


244 


36.8 


1 


.2 


420 


4 


us- 


09- 


471- 


276-797 


Sequence 


797, App 




245 


36.8 


1 


.2 


465 


4 


us- 


09- 


902- 


540-4894 


Sequence 


4894, Ap 




246 


36.8 


1 


.2 


660 


4 


us- 


09- 


902- 


540-6872 


Sequence 


6872, Ap 




247 


36.8 


1 


.2 


707 


3 


us- 


08- 


998- 


416-940 


Sequence 


940, App 




248 


36.8 


1 


.2 


948 


4 


us- 


09- 


902- 


540-8588 


Sequence 


8588, Ap 




249 


36.8 


1 


.2 


1173 


4 


us- 


09- 


902- 


540-7901 


Sequence 


7901, Ap 




250 


36.8 


1 


.2 


1192 


4 


us- 


09- 


692- 


081-1 


Sequence 


1, Appli 




251 


36.8 


1 


.2 


1410 


4 


us- 


09- 


620- 


312D-1005 


Sequence 


1005, Ap 




252 


36.8 


1 


.2 


1644 


4 


us- 


09- 


902- 


540-4613 


Sequence 


4613, Ap 




253 


36.8 


1 


.2 


1888 


4 


us- 


09- 


949- 


016-3772 


Sequence 


3772, Ap 




254 


36.8 


1 


.2 


2771 


4 


us- 


09- 


016- 


434-1101 


Sequence 


1101, Ap 


c 


255 


36.8 


1 


.2 


4019 


4 


us- 


09- 


902- 


540-583 


Sequence 


583, App 




256 


36.8 


1 


.2 


4941 


4 


us- 


09- 


902- 


540-7814 


Sequence 


7814, Ap 


c 


257 


36.8 


1 


.2 


6603 


4 


us- 


09- 


902- 


540-796 


Sequence 


796, App 


c 


258 


36.8 


1 


.2 


7650 


4 


us- 


09- 


902- 


540-779 


Sequence 


779, App 




259 


36.8 


1 


.2 


9499 


4 


us- 


09- 


949- 


016-15514 


Sequence 


15514, A 


c 


260 


36.8 


1 


.2 


12955 


4 


us- 


09- 


902- 


540-1068 


Sequence 


1068, Ap 


c 


261 


36.8 


1 


.2 


27490 


4 


us- 


09- 


902- 


540-1227 


Sequence 


1227, Ap 




262 


36.8 


1 


.2 


28493 


4 


us- 


09- 


902- 


540-1241 


Sequence 


1241, 


c 


263 


36.8 


1 


.2 


87617 


4 


us- 


09- 


949- 


016-16551 


Sequence 


16551, A 




264 


36.6 


1 


.2 


555 


4 


us- 


09- 


902- 


540-8998 


Sequence 


8998, Ap 


c 


265 


36.6 


1 


.2 


601 


4 


us- 


09- 


949- 


001-403 


Sequence 


403, App 




266 


36.6 


1 


.2 


1294 


4 


us- 


10- 


151- 


832-4 


Sequence 


4, Appli 




267 


36.6 


1 


.2 


10692 


4 


us- 


09- 


902- 


540-960 


Sequence 


960, App 




268 


36.6 


1 


.2 


30922 


4 


us- 


09- 


949- 


016-16700 


Sequence 


16700, A 




269 


36.4 


1 


.2 


399 


4 


us- 


09- 


621- 


976-8976 


Sequence 


8976, Ap 




270 


36.4 


1 


.2 


601 


4 


us- 


09- 


949- 


016-46540 


Sequence 


46540, A 




271 


36.4 


1 


.2 


601 


4 


us- 


09- 


949- 


016-113556 


Sequence 


113556, 




272 


36.4 


1 


.2 


186734 


4 


us- 


09- 


949- 


016-14870 


Sequence 


14870, A 




273 


36.4 


1 


.2 


193689 


4 


us- 


09- 


949- 


016-12350 


Sequence 


12350, A 




274 


36.4 


1 


.2 


193689 


4 


us- 


09- 


949- 


016-13088 


Sequence 


13088, A 


c 


275 


36.4 


1 


.2 


247299 


4 


us- 


09- 


949- 


016-17590 


Sequence 


17590, A 


c 


276 


36.4 


1 


.2 


4403765 


3 


us 


-09 


'-103 


-840A-2 


Sequence 2, Appli 


c 


277 


36.4 


1 


.2 


4411529 


3 


us 


-09 


|-103 


-840A-1 


Sequence l f Appli 




278 


36.2 


1 


.2 


399 


4 


us- 


09- 


902- 


540-8378 


Sequence 


8378, Ap 


c 


279 


36.2 


1 


.2 


601 


4 


us- 


09- 


949- 


016-175071 


Sequence 


175071, 




280 


36.2 


1 


.2 


963 


4 


us- 


09- 


252- 


991A-6624 


Sequence 


6624, Ap 




281 


36.2 


1 


.2 


1047 


4 


us- 


09- 


252- 


991A-6577 


Sequence 


6577, Ap 


c 


282 


36.2 


1 


.2 


1364 


1 


us- 


08- 


306- 


691B-50 


Sequence 


50, Appl 


c 


283 


36.2 


1 


.2 


1364 


4 


us- 


09- 


023- 


655-1372 


Sequence 


1372, Ap 


c 


284 


36.2 


1 


.2 


1364 


5 


PCT 


'-US93-06251-65 


Sequence 


65, Appl 


c 


285 


36.2 


1 


.2 


1437 


4 


us- 


09- 


252- 


991A-6640 


Sequence 


6640, Ap 




286 


36.2 


1 


.2 


3256 


4 


us- 


09- 


719- 


085A-3 


Sequence 


3, Appli 


c 


287 


36.2 


1 


.2 


7035 


4 


us- 


09- 


902- 


540-878 


Sequence 


87 8, App 




288 


36.2 


1 


.2 


360470 


4 


us- 


09- 


949- 


016-13173 


Sequence 


13173, A 




289 


36 


1 


.1 


330 


4 


us- 


09- 


252- 


991A-9667 


Sequence 


9667, Ap 


c 


290 


36 


1 


.1 


462 


4 


us- 


09- 


252- 


991A-9543 


Sequence 


9543, Ap 


c 


291 


36 


1 


.1 


474 


4 


us- 


09- 


252- 


991A-14040 


Sequence 


14040, A 




292 


36 


1 


.1 


561 


4 


us- 


09- 


252- 


991A-9743 


Sequence 


9743, Ap 


c 


293 


36 


1 


.1 


601 


4 


us- 


09- 


949- 


016-70548 


Sequence 


70548, A 




294 


36 


1 


.1 


801 


4 


us- 


09- 


252- 


991A-1264 


Sequence 


1264, Ap 




295 


36 


1 


.1 


1035 


4 


us- 


09- 


252- 


991A-14224 


Sequence 


14224, A 


c 


296 


36 


1 


.1 


1230 


4 


us- 


09- 


252- 


991A-1339 


Sequence 


1339, Ap 



c 


297 


36 


1. 


1 


1233 


4 


us- 


09- 


252- 


991A-13999 


Sequence 


13999, A 




298 


36 


1. 


1 


1722 


4 


us- 


09- 


902- 


540-4876 


Sequence 


4876, Ap 




299 


36 


1. 


1 


1794 


4 


us- 


09- 


252- 


991A-8647 


Sequence 


8647, Ap 


c 


300 


36 


1. 


1 


1869 


4 


us- 


09- 


252- 


991A-1298 


Sequence 


1298, Ap 




301 


36 


1. 


1 


1911 


4 


US- 


09- 


252- 


991A-14136 


Sequence 


14136, A 


c 


302 


36 


1. 


1 


2274 


4 


us- 


09- 


252- 


991A-15970 


Sequence 


15970, A 




303 


36 


1. 


1 


2298 


4 


us- 


09- 


252- 


991A-1176 


Sequence 


1176, Ap 




304 


36 


1. 


1 


2385 


1 


us- 


08- 


393- 


333-1 


Sequence 


1, Appli 




305 


36 


1. 


1 


2782 


4 


us- 


09- 


963- 


137-158 


Sequence 


158, App 




306 


36 


1. 


1 


2782 


4 


us- 


09- 


949- 


016-968 


Sequence 


968, App 




307 


36 


1. 


1 


2783 


4 


us- 


09- 


949- 


016-5541 


Sequence 


5541, Ap 




308 


36 


1. 


1 


3120 


4 


us- 


09- 


417- 


197-54 


Sequence 


54, Appl 




309 


36 


1. 


1 


3138 


4 


us- 


09- 


417- 


197-78 


Sequence 


78, Appl 




310 


36 


1. 


1 


3675 


4 


us- 


09- 


252- 


991A-16309 


Sequence 


16309, A 




311 


36 


1. 


1 


3714 


3 


us- 


09- 


087- 


465-9 


Sequence 


9, Appli 




312 


36 


1. 


1 


3714 


4 


us- 


09- 


023- 


655-1470 


Sequence 


1470, Ap 




313 


36 


1. 


1 


4279 


4 


us- 


09- 


814- 


915A-97 


Sequence 


97, Appl 




314 


36 


1. 


1 


4281 


4 


us- 


09- 


949- 


016-5539 


Sequence 


5539, Ap 




315 


36 


1. 


1 


28378 


4 


us- 


09- 


949- 


016-17281 


Sequence 


17281, A 




316 


36 


1. 


1 


28509 


4 


us- 


09- 


902- 


540-1240 


Sequence 


1240, Ap 




317 


36 


1. 


1 


78720 


4 


us- 


09- 


949- 


016-12710 


Sequence 


12710, A 




318 


36 


1. 


1 


78720 


4 


us- 


09- 


949- 


016-17283 


Sequence 


17283, A 


c 


319 


36 


1. 


1 


126200 


4 


us- 


09- 


949- 


016-11824 


Sequence 


11824, A 


c 


320 


36 


1. 


1 


126200 


4 


us- 


09- 


949- 


016-13193 


Sequence 


13193, A 


c 


321 


36 


1. 


1 


222452 


4 


us- 


09- 


949- 


016-12968 


Sequence 


12968, A 




322 


35.8 


1. 


1 


601 


4 


us- 


09- 


949- 


016-204613 


Sequence 


204613, 




323 


35.8 


1. 


1 


1831 


1 


us- 


10- 


095- 


946-7 


Sequence 


7, Appli 




324 


35.8 


1. 


1 


1831 


3 


us- 


09- 


183- 


959-7 


Sequence 


7, Appli 




325 


35.8 


1. 


1 


1831 


4 


us- 


09- 


535- 


315-7 


Sequence 


7, Appli 




326 


35.8 


1. 


1 


1841 


4 


us- 


09- 


347- 


650-5 


Sequence 


5, Appli 




327 


35.8 


1. 


1 


2088 


1 


us- 


08- 


331- 


394-1 


Sequence 


1, Appli 




328 


35.8 


1. 


1 


2088 


1 


us- 


08- 


250- 


858-1 


Sequence 


1, Appli 




329 


35.8 


1. 


1 


2088 


1 


us- 


08- 


446- 


915-1 


Sequence 


1, Appli 




330 


35.8 


1. 


1 


2088 


2 


us- 


08- 


744- 


139-1 


Sequence 


1, Appli 




331 


35.8 


1. 


1 


2088 


4 


us- 


08- 


779- 


599-1 


Sequence 


1, Appli 




332 


35.8 


1. 


1 


2088 


5 


PCT 


-US95-06639-1 


Sequence 


1, Appli 




333 


35.8 


1. 


1 


3292 


3 


us- 


09- 


320- 


878-22 


Sequence 


22, Appl 




334 


35.8 


1. 


1 


3292 


4 


us- 


09- 


141- 


908-15 


Sequence 


15, Appl 




335 


35.8 


1. 


1 


3292 


4 


us- 


09- 


657- 


440-22 


Sequence 


22, Appl 


c 


336 


35.8 


1. 


1 


3723 


4 


us- 


09- 


904- 


065-3 


Sequence 


3, Appli 




337 


35.8 


1. 


1 


4089 


1 


us- 


07- 


908- 


245-1 


Sequence 


1, Appli 




338 


35.8 


1. 


1 


13711 


4 


us- 


09- 


949- 


016-11798 


Sequence 


11798, A 




339 


35.8 


1. 


1 


15702 


4 


us- 


09- 


949- 


016-15518 


Sequence 


15518, A 


c 


340 


35.8 


1. 


1 


41170 


4 


us- 


09- 


902- 


540-1267 


Sequence 


1267, Ap 


c 


341 


35.8 


1. 


1 


154746 


4 


us- 


09- 


827- 


688-8 


Sequence 


8, Appli 


c 


342 


35.6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-26288 


Sequence 


26288, A 


c 


343 


35.6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-26289 


Sequence 


26289, A 


c 


344 


35.6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-169812 


Sequence 


169812, 


c 


345 


35.6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-169813 


Sequence 


169813, 


c 


346 


35.6 


1. 


1 


798 


4 


us- 


09- 


252- 


991A-11152 


Sequence 


11152, A 


c 


347 


35.6 


1. 


1 


954 


4 


us- 


09- 


252- 


991A-14555 


Sequence 


14555, A 


c 


348 


35.6 


1. 


1 


1473 


4 


us- 


09- 


252- 


991A-14687 


Sequence 


14687, A 


c 


349 


35.6 


1. 


1 


1473 


4 


us- 


09- 


902- 


540-5372 


Sequence 


5372, Ap 




350 


35.6 


1. 


1 


1491 


4 


us- 


09- 


252- 


991A-15068 


Sequence 


15068, A 


c 


351 


35.6 


1. 


1 


2205 


4 


us- 


09- 


252- 


991A-11217 


Sequence 


11217, A 




352 


35.6 


1. 


1 


2454 


4 


us- 


09- 


252- 


991A-11038 


Sequence 


11038, A 




353 


35.6 


1. 


1 


4084 


4 


us- 


09- 


902- 


540-697 


Sequence 


697, App 





354 


35. 


6 


1. 


1 


34662 


4 


US- 


09- 


902- 


540-1261 


Sequence 


1261, Ap 




355 


35. 


6 


1. 


1 


175236 


4 


US- 


09- 


949- 


016-14353 


Sequence 


14353, A 


c 


356 


35. 


4 


1. 


1 


505 


4 


US- 


09- 


621- 


976-15639 


Sequence 


15639, A 


c 


357 


35. 


4 


1. 


1 


594 


4 


US- 


09- 


252- 


991A-9966 


Sequence 


9966, Ap 




358 


35. 


4 


1. 


1 


1350 


4 


us- 


09- 


252- 


991A-10184 


Sequence 


10184, A 




359 


35. 


4 


1. 


1 


2823 


4 


us- 


09- 


919- 


497-7 


Sequence 


7, Appli 




360 


35. 


4 


1. 


1 


3358 


3 


US- 


09- 


248- 


571-2 


Sequence 


2, Appli 




361 


35. 


4 


1. 


1 


3358 


3 


us- 


09- 


553- 


736-2 


Sequence 


2, Appli 




362 


35. 


4 


1. 


1 


3639 


4 


us- 


09- 


252- 


991A-10045 


Sequence 


10045, A 


c 


363 


35. 


4 


1. 


1 


3717 


4 


us- 


09- 


252- 


9 9 1A- 97 92 


Sequence 


9792, Ap 


c 


364 


35. 


4 


1. 


1 


312957 


4 


us- 


09- 


949- 


001-31 


Sequence 


31, Appl 


c 


365 


35. 


4 


1. 


1 


312972 


4 


US- 


09- 


949- 


001-34 


Sequence 


34, Appl 




366 


35. 


2 


1. 


1 


357 


4 


us- 


09- 


252- 


991A-8773 


Sequence 


8773, Ap 




367 


35. 


2 


1. 


1 


564 


4 


us- 


09- 


252- 


991A-15637 


Sequence 


15637, A 




368 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-21142 


Sequence 


21142, A 




369 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-21143 


Sequence 


21143, A 


c 


370 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42622 


Sequence 


42622, A 


c 


371 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42623 


Sequence 


42623, A 


c 


372 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42654 


Sequence 


42654, A 


c 


373 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42655 


Sequence 


42655, A 


c 


374 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42686 


Sequence 


42686, A 


c 


375 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42687 


Sequence 


42687, A 


c 


376 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42718 


Sequence 


42718, A 


c 


377 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42719 


Sequence 


42719, A 


c 


378 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42750 


Sequence 


42750, A 


c 


379 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42751 


Sequence 


42751, A 


c 


380 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42782 


Sequence 


42782, A 


c 


381 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-42783 


Sequence 


42783, A 




382 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-47510 


Sequence 


47510, A 




383 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-47511 


Sequence 


47511, A 


c 


384 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93576 


Sequence 


93576, A 


c 


385 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93577 


Sequence 


93577, A 


c 


386 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93608 


Sequence 


93608, A 


c 


387 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93609 


Sequence 


93609, A 


c 


388 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93640 


Sequence 


93640, A 


c 


389 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93641 


Sequence 


93641, A 


c 


390 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93672 


Sequence 


93672, A 


c 


391 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93673 


Sequence 


93673, A 


c 


392 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93704 


Sequence 


93704, A 


c 


393 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93705 


Sequence 


93705, A 


c 


394 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93736 


Sequence 


93736, A 


c 


395 


35. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-93737 


Sequence 


93737, A 


c 


396 


35. 


2 


1. 


1 


993 


4 


us- 


09- 


016- 


434-1069 


Sequence 


1069, Ap 


c 


397 


35. 


2 


1. 


1 


993 


4 


us- 


09- 


023- 


655-884 


Sequence 


884, App 




398 


35. 


2 


1. 


1 


1140 


3 


us- 


09- 


105- 


537-15 


Sequence 


15, Appl 


c 


399 


35. 


2 


1. 


1 


1206 


4 


us- 


09- 


949- 


016-5866 


Sequence 


5866, Ap 




400 


35. 


2 


1. 


1 


1615 


4 


us- 


09- 


270- 


767-30509 


Sequence 


30509, A 




401 


35. 


2 


1. 


1 


2022 


4 


us- 


09- 


252- 


991A-8890 


Sequence 


8890, Ap 




402 


35. 


2 


1. 


1 


2033 


1 


us- 


08- 


148- 


910-14 


Sequence 


14, Appl 




403 


35. 


2 


1. 


1 


2033 


1 


us- 


08- 


448- 


937A-14 


Sequence 


14, Appl 




404 


35. 


2 


1. 


1 


2286 


4 


us- 


09- 


270- 


767-14355 


Sequence 


14355, A 




405 


35. 


2 


1. 


1 


2325 


1 


us- 


08- 


314- 


309A-20 


Sequence 


20, Appl 




406 


35. 


2 


1. 


1 


3376 


4 


us- 


09- 


620- 


312D-116 


Sequence 


116, App 




407 


35. 


2 


1. 


1 


3442 


4 


us- 


09- 


620- 


312D-115 


Sequence 


115, App 


c 


408 


35. 


2 


1. 


1 


6573 


4 


us- 


09- 


252- 


991A-9183 


Sequence 


9183, Ap 


c 


409 


35. 


2 


1. 


1 


8831 


4 


us- 


09- 


949- 


016-17608 


Sequence 


17608, A 


c 


410 


35. 


2 


1. 


1 


13613 


3 


us- 


09- 


105- 


537-3 


Sequence 


3, Appli 



c 


411 


35.2 


1. 


1 


31467 


4 


us- 


09- 


949- 


016-13134 


Sequence 


13134, A 


c 


412 


35.2 


1. 


1 


31868 


4 


us- 


09- 


949- 


016-11907 


Sequence 


11907, A 




413 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-12970 


Sequence 


12970, A 




414 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-12971 


Sequence 


12971, A 




415 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-12972 


Sequence 


12972, A 




416 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-12973 


Sequence 


12973, A 




417 


35.2 


1. 


1 


32068 


4 


us- 


09- 


•949- 


016-12974 


Sequence 


12974, A 




418 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-12975 


Sequence 


12975, A 




419 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-14436 


Sequence 


14436, A 




420 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-14437 


Sequence 


14437, A 




421 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-14438 


Sequence 


14438, A 




422 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-14439 


Sequence 


14439, A 




423 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-14440 


Sequence 


14440, A 




424 


35.2 


1. 


1 


32068 


4 


us- 


09- 


949- 


016-14441 


Sequence 


14441, A 


c 


425 


35.2 


1. 


1 


42693 


4 


us- 


09- 


949- 


016-17317 


Sequence 


17317, A 


c 


426 


35.2 


1. 


1 


42693 


4 


us- 


09- 


949- 


016-17318 


Sequence 


17318, A 




427 


35.2 


1. 


1 


64377 


4 


us- 


09- 


949- 


016-15212 


Sequence 


15212, A 




428 


35.2 


1. 


1 


64377 


4 


us- 


09- 


949- 


016-15213 


Sequence 


15213, A 




429 


35.2 


1. 


1 


64377 


4 


us- 


09- 


949- 


016-15214 


Sequence 


15214, A 




430 


35.2 


1. 


1 


64377 


4 


us- 


09- 


949- 


016-15215 


Sequence 


15215, A 




431 


35.2 


1. 


1 


64377 


4 


us- 


09- 


949- 


016-15216 


Sequence 


15216, A 




432 


35.2 


1. 


1 


74804 


4 


us- 


09- 


949- 


016-15118 


Sequence 


15118, A 


c 


433 


35 


1. 


1 


1034 


4 


us- 


09- 


673- 


395A-7 


Sequence 


1, 


Appli 




434 


35 


1. 


1 


1111 


4 


us- 


09- 


774- 


528-387 


Sequence 


387 


, App 




435 


35 


1. 


1 


1656 


4 


us- 


09- 


902- 


540-3251 


Sequence 


3251, Ap 




436 


35 


1. 


1 


1920 


4 


us- 


09- 


252- 


991A-7122 


Sequence 


7122, Ap 


c 


437 


35 


1. 


1 


2004 


1 


us- 


08- 


471- 


033-18 


Sequence 


18, 


Appl 


c 


438 


35 


1. 


1 


2004 


2 


us- 


08- 


471- 


044-18 


Sequence 


18, 


Appl 


c 


439 


35 


1. 


1 


2004 


2 


us- 


08- 


463- 


483A-18 


Sequence 


18, 


Appl 


c 


440 


35 


1. 


1 


2004 


2 


us- 


08- 


471- 


046A-18 


Sequence 


18, 


Appl 


c 


441 


35 


1. 


1 


2004 


2 


us- 


08- 


470- 


566B-18 


Sequence 


18, 


Appl 


c 


442 


35 


1. 


1 


2004 


2 


us- 


08- 


469- 


334-18 


Sequence 


18, 


Appl 


c 


443 


35 


1. 


1 


2004 


3 


us- 


09- 


300- 


529-18 


Sequence 


18, 


Appl 




444 


35 


1. 


1 


2160 


4 


us- 


09- 


252- 


991A-7089 


Sequence 


7089, Ap 


c 


445 


35 


1. 


1 


2576 


1 


us- 


08- 


471- 


033-35 


Sequence 


35, 


Appl 


c 


446 


35 


1. 


1 


2576 


2 


us- 


08- 


471- 


044-35 


Sequence 


35, 


Appl 


c 


447 


35 


1. 


1 


2576 


2 


us- 


08- 


463- 


483A-35 


Sequence 


35, 


Appl 


c 


448 


35 


1. 


1 


2576 


2 


us- 


08- 


471- 


046A-35 


Sequence 


35, 


Appl 


c 


449 


35 


1. 


1 


2576 


2 


us- 


08- 


470- 


566B-35 


Sequence 


35, 


Appl 


c 


450 


35 


1. 


1 


2576 


2 


us- 


08- 


469- 


334-35 


Sequence 


35, 


Appl 


c 


451 


35 


1. 


1 


2576 


3 


us- 


09- 


300- 


529-35 


Sequence 


35, 


Appl 


c 


452 


35 


1. 


1 


2655 


1 


us- 


08- 


471- 


033-17 


Sequence 


17, 


Appl 


c 


453 


35 


1. 


1 


2655 


1 


us- 


08- 


471- 


033-26 


Sequence 


26, 


Appl 


c 


454 


35 


1. 


1 


2655 


2 


us- 


08- 


471- 


044-17 


Sequence 


17, 


Appl 


c 


455 


35 


1. 


1 


2655 


2 


us- 


08- 


471- 


044-26 


Sequence 


26, 


Appl 


c 


456 


35 


1. 


1 


2655 


2 


us- 


08- 


463- 


483A-17 


Sequence 


17, 


Appl 


c 


457 


35 


1. 


1 


2655 


2 


us- 


08- 


463- 


483A-26 


Sequence 


26, 


Appl 


c 


458 


35 


1. 


1 


2655 


2 


us- 


08- 


471- 


046A-17 


Sequence 


17, 


Appl 


c 


459 


35 


1. 


1 


2655 


2 


us- 


08- 


471- 


04 6A-26 


Sequence 


26, 


Appl 


c 


460 


35 


1. 


1 


2655 


2 


us- 


08- 


470- 


566B-17 


Sequence 


17, 


Appl 


c 


461 


35 


1. 


1 


2655 


2 


us- 


08- 


470- 


566B-26 


Sequence 


26, 


Appl 


c 


462 


35 


1. 


1 


2655 


2 


us- 


08- 


469- 


334-17 


Sequence 


17, 


Appl 


c 


463 


35 


1. 


1 


2655 


2 


us- 


08- 


469- 


334-26 


Sequence 


26, 


Appl 


c 


464 


35 


1. 


1 


2655 


3 


us- 


09- 


300- 


529-17 


Sequence 


17, 


Appl 


c 


465 


35 


1. 


1 


2655 


3 


us- 


09- 


300- 


529-26 


Sequence 


26, 


Appl 


c 


466 


35 


1. 


1 


4031 


1 


us- 


08- 


471- 


033-49 


Sequence 


49, 


Appl 


c 


467 


35 


1. 


1 


4031 


2 


us- 


08- 


471- 


044-49 


Sequence 


49, 


Appl 



c 


468 


35 


1. 


1 


4031 


2 


us- 


08- 


463- 


483A-49 


Sequence 


49, Appl 


c 


469 


35 


1. 


1 


4031 


2 


US- 


08- 


471- 


046A-49 


Sequence 


49, Appl 


c 


470 


35 


1. 


1 


4031 


2 


US- 


08- 


470- 


566B-49 


Sequence 


49, Appl 


c 


471 


35 


1. 


1 


4031 


2 


us- 


08- 


469- 


334-49 


Sequence 


49, Appl 


c 


472 


35 


1. 


1 


4031 


3 


us- 


09- 


300- 


529-49 


Sequence 


49, Appl 




473 


35 


1. 


1 


5523 


4 


us- 


09- 


902- 


540-3952 


Sequence 


3952, Ap 




474 


35 


1. 


1 


6226 


1 


us- 


08- 


542- 


363-1 


Sequence 


1, Appli 




475 


35 


1. 


1 


6226 


3 


us- 


09- 


100- 


089-1 


Sequence 


1, Appli 




476 


35 


1. 


1 


6226 


3 


us- 


09- 


670- 


827-1 


Sequence 


1, Appli 




477 


35 


1. 


1 


6226 


4 


us- 


09- 


827- 


949-1 


Sequence 


1, Appli 




478 


35 


1. 


1 


15849 


4 


us- 


09- 


054- 


272-50 


Sequence 


50, Appl 




479 


35 


1. 


1 


17628 


4 


us- 


09- 


949- 


016-16718 


Sequence 


16718, A 




480 


35 


1. 


1 


19954 


4 


us- 


09- 


902- 


540-1150 


Sequence 


1150, Ap 




481 


35 


1. 


1 


22156 


4 


us- 


09- 


902- 


540-1195 


Sequence 


1195, Ap 




482 


35 


1. 


1 


151256 


4 


us- 


09- 


949- 


016-12674 


Sequence 


12674, A 




483 


35 


1. 


1 


151261 


4 


us- 


09- 


949- 


016-13242 


Sequence 


13242, A 


c 


484 


34.8 


1. 


1 


519 


4 


us- 


09- 


252- 


991A-3176 


Sequence 


3176, Ap 


c 


485 


34.8 


1. 


1 


553 


4 


us- 


09- 


621- 


976-15491 


Sequence 


15491, A 


c 


486 


34.8 


1. 


1 


601 


4 


us- 


09- 


949- 


016-122924 


Sequence 


122924, 


c 


487 


34.8 


1. 


1 


601 


4 


us- 


09- 


949- 


016-123018 


Sequence 


123018, 


c 


488 


34.8 


1. 


1 


601 


4 


us- 


09- 


949- 


016-123112 


Sequence 


123112, 


c 


489 


34.8 


1. 


1 


601 


4 


us- 


09- 


949- 


016-123206 


Sequence 


123206, 


c 


490 


34.8 


1. 


1 


601 


4 


us- 


09- 


949- 


016-123300 


Sequence 


123300, 




491 


34.8 


1. 


1 


1001 


3 


us- 


09- 


641- 


638-176 


Sequence 


176, App 




492 


34.8 


1. 


1 


1001 


3 


us- 


09- 


641- 


638-177 


Sequence 


177, App 




493 


34.8 


1. 


1 


1001 


3 


us- 


09- 


641- 


638-178 


Sequence 


17 8, App 




494 


34.8 


1. 


1 


1001 


4 


us- 


10- 


170- 


097-176 


Sequence 


17 6, App 




495 


34.8 


1. 


1 


1001 


4 


us- 


10- 


170- 


097-177 


Sequence 


177, App 




496 


34.8 


1. 


1 


1001 


4 


us- 


10- 


170- 


097-178 


Sequence 


178, App 


c 


497 


34.8 


1. 


1 


1023 


3 


us- 


08- 


554- 


385-4 


Sequence 


4, Appli 


c 


498 


34.8 


1. 


1 


1059 


4 


us- 


09- 


902- 


540-3651 


Sequence 


3651, Ap 




499 


34.8 


1. 


1 


1251 


4 


us- 


09- 


252- 


991A-11825 


Sequence 


11825, A 




500 


34.8 


1. 


1 


1414 


4 


us- 


09- 


270- 


767-15271 


Sequence 


15271, A 




501 


34.8 


1. 


1 


1629 


4 


us- 


09- 


252- 


991A-2699 


Sequence 


2699, Ap 


c 


502 


34.8 


1. 


1 


1629 


4 


us- 


09- 


252- 


991A-2986 


Sequence 


2986, Ap 




503 


34.8 


1. 


1 


1725 


4 


us- 


09- 


252- 


991A-2884 


Sequence 


2884, Ap 


c 


504 


34.8 


1. 


1 


1734 


4 


us- 


09- 


252- 


991A-11562 


Sequence 


11562, A 




505 


34.8 


1. 


1 


2187 


4 


us- 


09- 


252- 


991A-11888 


Sequence 


11888, A 


c 


506 


34.8 


1. 


1 


4484 


4 


us- 


09- 


949- 


016-4498 


Sequence 


4498, Ap 




507 


34.8 


1. 


1 


6763 


2 


us- 


08- 


756- 


506-23 


Sequence 


23, Appl 




508 


34.8 


1. 


1 


10807 


1 


us- 


08- 


206- 


176-7 


Sequence 


7, Appli 




509 


34.8 


1. 


1 


10807 


2 


us- 


08- 


756- 


506-5 


Sequence 


5, Appli 




510 


34.8 


1. 


1 


15840 


4 


us- 


09- 


902- 


540-1134 


Sequence 


1134, Ap 


c 


511 


34.8 


1. 


1 


16563 


4 


us- 


09- 


902- 


540-2000 


Sequence 


2000, Ap 




512 


34.8 


1. 


1 


16844 


4 


us- 


09- 


902- 


540-1176 


Sequence 


1176, Ap 


c 


513 


34.8 


1. 


1 


33529 


3 


us- 


09- 


144- 


085-3 


Sequence 


3, Appli 




514 


34.8 


1. 


1 


87323 


4 


us- 


09- 


949- 


016-13828 


Sequence 


13828, A 


c 


515 


34.8 


1. 


1 


151088 


4 


us- 


09- 


949- 


016-16240 


Sequence 


16240, A 


c 


516 


34.6 


1. 


1 


427 


4 


us- 


09- 


513- 


597A-17 


Sequence 


17, Appl 


c 


517 


34.6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-33259 


Sequence 


33259, A 


c 


518 


34.6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-37029 


Sequence 


37029, A 


c 


519 


34.6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-59751 


Sequence 


59751, A 


c 


520 


34.6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-59768 


Sequence 


59768, A 




521 


34.6 


1. 


1 


623 


4 


us- 


09- 


902- 


540-9106 


Sequence 


9106, Ap 


c 


522 


34.6 


1. 


1 


693 


4 


us- 


09- 


252- 


991A-11186 


Sequence 


11186, A 


c 


523 


34.6 


1. 


1 


798 


4 


us- 


09- 


252- 


991A-2555 


Sequence 


2555, Ap 




524 


34.6 


1. 


1 


804 


4 


us- 


09- 


902- 


540-7794 


Sequence 


7794, Ap 





525 


34. 


6 


1. 


1 


831 


4 


US- 


09- 


902- 


540-7708 


Sequence 


7708, Ap 




526 


34. 


6 


1. 


1 


855 


4 


us- 


09- 


252- 


991A-11001 


Sequence 


11001, A 




527 


34. 


6 


1. 


1 


930 


4 


us- 


09- 


252- 


991A-11070 


Sequence 


11070, A 




528 


34. 


6 


1. 


1 


948 


2 


US- 


08- 


924- 


759-11 


Sequence 


11, Appl 




529 


34. 


6 


1. 


1 


948 


3 


US- 


09- 


248- 


335-11 


Sequence 


11, Appl 




530 


34. 


6 


1. 


1 


1482 


4 


us- 


09- 


252- 


991A-8923 


Sequence 


8923, Ap 


c 


531 


34. 


6 


1. 


1 


1509 


4 


us- 


09- 


799- 


451-644 


Sequence 


644, App 


c 


532 


34. 


6 


1. 


1 


1551 


4 


us- 


09- 


252- 


•991A-2474 


Sequence 


2474, Ap 




533 


34. 


6 


1. 


1 


1560 


4 


US- 


09- 


252- 


991A-2199 


Sequence 


2199, Ap 


c 


534 


34. 


6 


1. 


1 


1782 


4 


us- 


09- 


252- 


991A-9072 


Sequence 


9072, Ap 


c 


535 


34. 


6 


1. 


1 


1825 


4 


us- 


09- 


907- 


794A-1 


Sequence 


1, Appli 


c 


536 


34. 


6 


1. 


1 


1825 


4 


us- 


09- 


905- 


125A-1 


Sequence 


1, Appli 


c 


537 


34. 


6 


1. 


1 


1825 


4 


us- 


09- 


902- 


775A-1 


Sequence 


1, Appli 


c 


538 


34. 


6 


1. 


1 


1825 


4 


us- 


09- 


906- 


700-1 


Sequence 


1, Appli 


c 


539 


34. 


6 


1. 


1 


1825 


4 


us- 


09- 


903- 


603A-1 


Sequence 


1, Appli 


c 


540 


34. 


6 


1. 


1 


1825 


4 


us- 


09- 


904- 


920A-1 


Sequence 


1, Appli 


c 


541 


34. 


6 


1. 


1 


1825 


4 


us- 


09- 


909- 


064-1 


Sequence 


1, Appli 


c 


542 


34. 


6 


1. 


1 


1825 


4 


us- 


09- 


905- 


381A-1 


Sequence 


1, Appli 


c 


543 


34. 


6 


1. 


1 


1825 


4 


us- 


09- 


906- 


618-1 


Sequence 


1, Appli 




544 


34. 


6 


1. 


1 


1889 


4 


us- 


09- 


774- 


528-247 


Sequence 


247, App 


c 


545 


34. 


6 


1. 


1 


2121 


4 


us- 


09- 


252- 


991A-9159 


Sequence 


9159, Ap 


c 


546 


34. 


6 


1. 


1 


2138 


4 


us- 


09- 


949- 


016-4729 


Sequence 


4729, Ap 




547 


34. 


6 


1. 


1 


3090 


3 


us- 


09- 


276- 


531-78 


Sequence 


78, Appl 


c 


548 


34. 


6 


1. 


1 


3536 


4 


us- 


09- 


949- 


016-1083 


Sequence 


1083, Ap 


c 


549 


34. 


6 


1. 


1 


5717 


4 


us- 


09- 


902- 


540-776 


Sequence 


776, App 


c 


550 


34. 


6 


1. 


1 


6611 


4 


us- 


09- 


902- 


540-762 


Sequence 


762, App 




551 


34. 


6 


1. 


1 


9369 


4 


us- 


10- 


237- 


551-190 


Sequence 


190, App 




552 


34. 


6 


1. 


1 


9369 


4 


us- 


10- 


237- 


551-247 


Sequence 


247, App 




553 


34. 


6 


1. 


1 


10318 


4 


us- 


09- 


902- 


540-973 


Sequence 


973, App 


c 


554 


34. 


6 


1. 


1 


11766 


4 


us- 


09- 


949- 


016-12531 


Sequence 


12531, A 


c 


555 


34. 


6 


1. 


1 


11770 


4 


us- 


09- 


949- 


016-12720 


Sequence 


12720, A 


c 


556 


34. 


6 


1. 


1 


11770 


4 


us- 


09- 


949- 


016-13487 


Sequence 


13487, A 


c 


557 


34. 


6 


1. 


1 


11770 


4 


us- 


09- 


949- 


016-13488 


Sequence 


13488, A 




558 


34. 


6 


1. 


1 


87734 


4 


us- 


09- 


949- 


016-17521 


Sequence 


17521, A 




559 


34. 


6 


1. 


1 


114793 


4 


us- 


10- 


148- 


806-3 


Sequence 


3, Appli 




560 


34. 


4 


1. 


1 


504 


4 


us- 


09- 


902- 


540-3859 


Sequence 


3859, Ap 


c 


561 


34. 


4 


1. 


1 


837 


4 


us- 


09- 


252- 


991A-15872 


Sequence 


15872, A 




562 


34. 


4 


1. 


1 


1158 


4 


us- 


09- 


252- 


991A-15820 


Sequence 


15820, A 




563 


34. 


4 


1. 


1 


1242 


4 


us- 


09- 


902- 


540-8726 


Sequence 


8726, Ap 




564 


34. 


4 


1. 


1 


1386 


4 


us- 


09- 


252- 


991A-6858 


Sequence 


6858, Ap 




565 


34. 


4 


1. 


1 


1446 


3 


us- 


09- 


491- 


772-6 


Sequence 


6, Appli 


c 


566 


34. 


4 


1. 


1 


1980 


4 


us- 


09- 


252- 


991A-6896 


Sequence 


6896, Ap 




567 


34. 


4 


1. 


1 


2034 


2 


us- 


08- 


559- 


492-2 


Sequence 


2, Appli 


c 


568 


34. 


4 


1. 


1 


2970 


4 


us- 


09- 


252- 


991A-15898 


Sequence 


15898, A 




569 


34. 


4 


1. 


1 


8207 


4 


us- 


09- 


902- 


540-925 


Sequence 


925, App 




570 


34. 


4 


1. 


1 


8580 


3 


us- 


09- 


491- 


772-1 


Sequence 


1, Appli 


c 


571 


34. 


4 


1. 


1 


21964 


4 


us- 


09- 


902- 


540-1190 


Sequence 


1190, Ap 


c 


572 


34. 


4 


1. 


1 


246240 


2 


us- 


08- 


724- 


394A-20 


Sequence 


20, Appl 


c 


573 


34. 


4 


1. 


1 


246240 


2 


us- 


08- 


724- 


394A-21 


Sequence 


21, Appl 


c 


574 


34. 


4 


1. 


1 


246240 


2 


us- 


08- 


724- 


394A-22 


Sequence 


22, Appl 


c 


575 


34. 


2 


1. 


1 


285 


4 


us- 


09- 


252- 


991A-11646 


Sequence 


11646, A 




576 


34. 


2 


1. 


1 


299 


4 


us- 


09- 


313- 


294A-5947 


Sequence 


5947, Ap 


c 


577 


34. 


2 


1. 


1 


430 


4 


us- 


09- 


621- 


976-16656 


Sequence 


16656, A 




578 


34. 


2 


1. 


1 


456 


4 


us- 


09- 


252- 


991A-14211 


Sequence 


14211, A 




579 


34. 


2 


1. 


1 


729 


4 


us- 


09- 


252- 


991A-11790 


Sequence 


11790, A 


c 


580 


34. 


2 


1. 


1 


927 


4 


us- 


09- 


902- 


540-8306 


Sequence 


8306, Ap 




581 


34. 


2 


1. 


1 


975 


4 


us- 


09- 


902- 


540-3743 


Sequence 


3743, Ap 





582 


34 


.2 


1. 


1 


1096 


4 


US- 


09- 


270- 


767-14940 


Sequence 


14940, A 


c 


583 


34 


.2 


1. 


1 


1200 


4 


us- 


09- 


252- 


991A-14709 


Sequence 


14709, A 




584 


34 


.2 


1. 


1 


1215 


4 


US- 


09- 


902- 


540-5031 


Sequence 


5031, Ap 




585 


34 


.2 


1. 


1 


1260 


4 


us- 


09- 


252- 


991A-11855 


Sequence 


11855, A 




586 


34 


.2 


1. 


1 


1278 


4 


us- 


09- 


252- 


991A-14164 


Sequence 


14164, A 




587 


34 


.2 


1. 


1 


1290 


4 


us- 


09- 


252- 


991A-15040 


Sequence 


15040, A 




588 


34 


.2 


1. 


1 


1449 


4 


us- 


09- 


252- 


991A-14921 


Sequence 


14921, A 


c 


589 


34 


.2 


1. 


1 


1781 


4 


us- 


09- 


461- 


325-21 


Sequence 


21, Appl 


c 


590 


34 


.2 


1. 


1 


1781 


4 


us- 


10- 


012- 


542-21 


Sequence 


21, Appl 


c 


591 


34 


.2 


1. 


1 


1781 


4 


us- 


10- 


115- 


123-21 


Sequence 


21, Appl 


c 


592 


34 


.2 


1. 


1 


1847 


4 


us- 


09- 


949- 


016-2255 


Sequence 


2255, Ap 


c 


593 


34 


.2 


1. 


1 


1971 


4 


us- 


09- 


252- 


991A-14059 


Sequence 


14059, A 




594 


34 


.2 


1. 


1 


2046 


4 


US- 


09- 


252- 


991A-7996 


Sequence 


7996, Ap 




595 


34 


.2 


1- 


1 


2046 


4 


us- 


09- 


252- 


991A-8058 


Sequence 


8058, Ap 




596 


34 


.2 


1. 


1 


2194 


3 


us- 


09- 


310- 


463-19 


Sequence 


19, Appl 




597 


34 


.2 


1. 


1 


2194 


3 


us- 


08- 


842- 


248A-19 


Sequence 


19, Appl 




598 


34 


.2 


1. 


1 


2659 


4 


us- 


09- 


902- 


540-4695 


Sequence 


4695, Ap 


c 


599 


34 


.2 


1. 


1 


3138 


3 


us- 


09- 


434- 


408-1 


Sequence 


1, Appli 




600 


34 


.2 


1. 


1 


3638 


3 


us- 


09- 


369- 


364A-8 


Sequence 


8, Appli 


c 


601 


34 


.2 


1. 


1 


6339 


4 


us- 


09- 


902- 


540-866 


Sequence 


866, App 




602 


34 


.2 


1. 


1 


7826 


4 


us- 


09- 


902- 


540-860 


Sequence 


860, App 


c 


603 


34 


.2 


1. 


1 


13644 


4 


us- 


09- 


949- 


016-13997 


Sequence 


13997, A 




604 


34 


.2 


1. 


1 


17897 


4 


us- 


09- 


902- 


540-1182 


Sequence 


1182, Ap 


c 


605 


34 


.2 


1. 


1 


28054 


4 


us- 


09- 


902- 


540-1248 


Sequence 


1248, Ap 




606 


34 


.2 


1. 


1 


28558 


4 


us- 


09- 


902- 


540-1231 


Sequence 


1231, Ap 


c 


607 


34 


.2 


1. 


1 


43267 


4 


us- 


09- 


949- 


016-17117 


Sequence 


17117, A 


c 


608 


34 


.2 


1. 


1 


54576 


4 


us- 


09- 


949- 


016-15954 


Sequence 


15954, A 


c 


609 


34 


.2 


1. 


1 


54576 


4 


us- 


09- 


949- 


016-15955 


Sequence 


15955, A 


c 


610 


34 


.2 


1. 


1 


319608 


4 


us- 


09- 


539- 


333D-1 


Sequence 


1, Appli 


c 


611 


34 


.2 


1. 


1 


319608 


4 


us- 


09- 


679- 


409-1 


Sequence 


1, Appli 


c 


612 




34 


1. 


1 


399 


4 


us- 


09- 


621- 


976-8976 


Sequence 


8976, Ap 


c 


613 




34 


1. 


1 


459 


4 


us- 


09- 


902- 


540-2412 


Sequence 


2412, Ap 




614 




34 


1. 


1 


522 


3 


us- 


08- 


928- 


917C-3 


Sequence 


3, Appli 




615 




34 


1. 


1 


522 


3 


us- 


09- 


374- 


678-3 


Sequence 


3, Appli 




616 




34 


1. 


1 


591 


3 


us- 


08- 


928- 


917C-5 


Sequence 


5, Appli 




617 




34 


1. 


1 


591 


3 


us- 


09- 


374- 


678-5 


Sequence 


5, Appli 




618 




34 


1. 


1 


594 


4 


us- 


09- 


252- 


991A-14647 


Sequence 


14647, A 


c 


619 




34 


1. 


1 


601 


4 


us- 


09- 


949- 


016-47171 


Sequence 


47171, A 


c 


620 




34 


1. 


1 


690 


4 


us- 


09- 


252- 


991A-15110 


Sequence 


15110, A 




621 




34 


1. 


1 


753 


3 


us- 


08- 


928- 


917C-7 


Sequence 


7, Appli 




622 




34 


1. 


1 


753 


3 


us- 


09- 


374- 


678-7 


Sequence 


7, Appli 




623 




34 


1. 


1 


894 


4 


us- 


09- 


902- 


540-5954 


Sequence 


5954, Ap 




624 




34 


1. 


1 


984 


4 


us- 


09- 


489- 


039A-4965 


Sequence 


4965, Ap 


c 


625 




34 


1. 


1 


1074 


4 


us- 


09- 


949- 


016-3126 


Sequence 


3126, Ap 


c 


626 




34 


1. 


1 


1107 


4 


us- 


09- 


252- 


991A-4153 


Sequence 


4153, Ap 




627 




34 


1. 


1 


1320 


4 


us- 


09- 


727- 


238-1 


Sequence 


1, Appli 


c 


628 




34 


1. 


1 


1381 


2 


us- 


08- 


950- 


44 9A-13 


Sequence 


13, Appl 


c 


629 




34 


1. 


1 


1423 


1 


us- 


08- 


469- 


421-13 


Sequence 


13, Appl 


c 


630 




34 


1. 


1 


1423 


1 


us- 


08- 


•250- 


•975-13 


Sequence 


13, Appl 


c 


631 




34 


1. 


1 


1423 


2 


us- 


08- 


-605- 


002A-13 


Sequence 


13, Appl 


c 


632 




34 


1. 


1 


1423 


3 


us- 


08- 


-943- 


353-13 


Sequence 


13, Appl 


c 


633 




34 


1. 


1 


1423 


5 


PCT-US94-10529-13 


Sequence 


13, Appl 




634 




34 


1. 


1 


1761 


4 


us- 


09- 


252- 


991A-7943 


Sequence 


7943, Ap 




635 




34 


1. 


1 


1857 


4 


us- 


09- 


949- 


•016-1440 


Sequence 


1440, Ap 




636 




34 


1. 


1 


2463 


4 


us- 


09- 


902- 


540-9229 


Sequence 


9229, Ap 




637 




34 


1. 


1 


2464 


1 


us- 


07- 


-863- 


-169A-4 


Sequence 


4, Appli 




638 




34 


1. 


1 


2464 


2 


us- 


08- 


•429- 


•964-4 


Sequence 


4, Appli 





639 


34 


1. 


1 


2464 


3 


US-07-935-087-4 


Sequence 


4, Appli 




640 


34 


1. 


1 


2464 


5 


PCT-US93-08062-4 


Sequence 


4, Appli 


c 


641 


34 


1. 


1 


2718 


4 


US-09-252-991A-7538 


Sequence 


7538, Ap 




642 


34 


1. 


1 


2940 


4 


US-09-963-137-132 


Sequence 


132, App 




643 


34 


1. 


1 


3351 


4 


US-09-252-991A-7803 


Sequence 


7803, Ap 


c 


644 


34 


1. 


1 


3757 


4 


US-09-949-016-188 


Sequence 


188, App 


c 


645 


34 


1. 


1 


3774 


2 


US-08-950-449A-11 


Sequence 


11, Appl 


c 


646 


34 


1. 


1 


3813 


1 


US-08-469-421-11 


Sequence 


11, Appl 


c 


647 


34 


1. 


1 


3813 


1 


US-08-250-975-11 


Sequence 


11, Appl 


c 


648 


34 


1. 


1 


3813 


2 


US-08-605-002A-11 


Sequence 


11, Appl 


c 


649 


34 


1. 


1 


3813 


3 


US-08-943-353-11 


Sequence 


11, Appl 


c 


650 


34 


1. 


1 


3813 


5 


PCT-US94-10529-11 


Sequence 


11, Appl 




651 


34 


1. 


1 


3954 


4 


US-09-902-540-5203 


Sequence 


5203, Ap 


c 


652 


34 


1. 


1 


4747 


4 


US-09-854-133-729 


Sequence 


729, App 


c 


653 


34 


1. 


1 


5828 


4 


US-09-023-655-1386 


Sequence 


1386, Ap 


c 


654 


34 


1. 


1 


5828 


4 


US-09-903-248-6 


Sequence 


6, Appli 


c 


655 


34 


1. 


1 


5828 


4 


US-09-903-199-6 


Sequence 


6, Appli 


c 


656 


34 


1. 


1 


5828 


4 


US-09-903-216-6 


Sequence 


6, Appli 


c 


657 


34 


1. 


1 


5828 


4 


US-09-903-063-6 


Sequence 


6, Appli 


c 


658 


34 


1. 


1 


5828 


4 


US-09-859-604-6 


Sequence 


6, Appli 


c 


659 


34 


1. 


1 


5904 


1 


US-08-309-512-1 


Sequence 


1, Appli 


c 


660 


34 


1. 


1 


5904 


5 


PCT-US92-08756A-1 


Sequence 


1, Appli 


c 


661 


34 


1. 


1 


6306 


1 


US-08-466-390-3 


Sequence 


3, Appli 


c 


662 


34 


1. 


1 


6306 


1 


US-08-470-950-3 


Sequence 


3, Appli 


c 


663 


34 


1. 


1 


6306 


1 


US-08-467-781-3 


Sequence 


3, Appli 


c 


664 


34 


1. 


1 


6306 


1 


US-08-195-487-3 


Sequence 


3, Appli 


c 


665 


34 


1. 


1 


6306 


2 


US-08-483-924-3 


Sequence 


3, Appli 


c 


666 


34 


1. 


1 


6306 


5 


PCT-US93-06160-3 


Sequence 


3, Appli 


c 


667 


34 


1. 


1 


7218 


4 


US-09-949-016-1775 


Sequence 


1775, Ap 


c 


668 


34 


1. 


1 


7218 


4 


US-09-949-016-1776 


Sequence 


1776, Ap 




669 


34 


1. 


1 


10505 


4 


US-09-902-540-1044 


Sequence 


1044, Ap 




670 


34 


1. 


1 


12779 


4 


US-09-949-016-13081 


Sequence 


13081, A 




671 


34 


1. 


1 


13466 


4 


US-09-902-540-1007 


Sequence 


1007, Ap 




672 


34 


1. 


1 


16782 


4 


US-09-902-54 0-1105 


Sequence 


1105, Ap 


c 


673 


34 


1. 


1 


25202 


4 


US-09-949-016-13151 


Sequence 


13151, A 




674 


34 


1. 


1 


31826 


4 


US-09-902-540-1256 


Sequence 


1256, Ap 




675 


34 


1. 


1 


37875 


4 


US-09-949-016-13182 


Sequence 


13182, A 




676 


34 


1. 


1 


45716 


3 


US-08-965-048-5 


Sequence 


5, Appli 




677 


34 


1. 


1 


45989 


3 


US-08-965-048-6 


Sequence 


6, Appli 


c 


678 


34 


1. 


1 


76985 


4 


US-09-949-016-12416 


Sequence 


12416, A 


c 


679 


34 


1. 


1 


76986 


4 


US-09-949-016-13120 


Sequence 


13120, A 


c 


680 


34 


1. 


1 


82125 


4 


US-09-949-016-13517 


Sequence 


13517, A 


c 


681 


34 


1. 


1 


82125 


4 


US-09-949-016-13518 


Sequence 


13518, A 


c 


682 


33.8 


1. 


1 


654 


4 


US-09-902-540-3006 


Sequence 


3006, Ap 




683 


33.8 


1. 


1 


675 


4 


US-09-902-540-7973 


Sequence 


7973, Ap 




684 


33.8 


1. 


1 


729 


4 


US-09-252-991A-8137 


Sequence 


8137, Ap 


c 


685 


33.8 


1. 


1 


795 


4 


US-09-252-991A-8099 


Sequence 


8099, Ap 




686 


33.8 


1. 


1 


876 


4 


US-09-252-991A-1174 


Sequence 


1174, Ap 




687 


33.8 


1. 


1 


1002 


4 


US-09-902-540-3315 


Sequence 


3315, Ap 




688 


33.8 


1. 


1 


1011 


4 


US-09-902-540-4174 


Sequence 


4174, Ap 




689 


33.8 


1. 


1 


1044 


4 


US-09-252-991A-16192 


Sequence 


16192, A 


c 


690 


33.8 


1. 


1 


1260 


3 


US-09-446-754-5 


Sequence 


5, Appli 


c 


691 


33.8 


1. 


1 


1260 


4 


US-09-206-166-7 


Sequence 


7, Appli 




692 


33.8 


1. 


1 


1323 


4 


US-09-252-991A-7602 


Sequence 


7602, Ap 




693 


33.8 


1. 


1 


1339 


4 


US-09-501-115-1 


Sequence 


1, Appli 




694 


33.8 


1. 


1 


1377 


4 


US-09-902-540-3583 


Sequence 


3583, Ap 




695 


33.8 


1. 


1 


1401 


4 


US-09-489-039A-483 


Sequence 


483, App 





696 


33. 


8 


1. 


1 


1437 


4 


us- 


09- 


252- 


991A-15986 


Sequence 


15986, A 




697 


33. 


8 


1. 


1 


1518 


1 


us- 


08- 


095- 


726-7 


Sequence 


1, Appli 




698 


33. 


8 


1. 


1 


1518 


1 


us- 


08- 


096- 


043-7 


Sequence 


1, Appli 




699 


33. 


8 


1. 


1 


1518 


1 


us- 


08- 


096- 


623A-7 


Sequence 


1, Appli 




700 


33. 


8 


1. 


1 


1522 


1 


us- 


08- 


095- 


726-9 


Sequence 


9, Appli 




701 


33. 


8 


1. 


1 


1522 


1 


us- 


08- 


096- 


043-9 


Sequence 


9, Appli 




702 


33. 


8 


1. 


1 


1522 


1 


us- 


08- 


096- 


62 3 A- 9 


Sequence 


9, Appli 


c 


703 


33. 


8 


1. 


1 


1598 


3 


us- 


08- 


888- 


429A-31 


Sequence 


31, Appl 


c 


704 


33. 


8 


1. 


1 


1598 


4 


us- 


09- 


593- 


653-31 


Sequence 


31, Appl 


c 


705 


33. 


8 


1. 


1 


1643 


3 


us- 


08- 


888- 


429A-27 


Sequence 


27, Appl 


c 


706 


33. 


8 


1. 


1 


1643 


4 


us- 


09- 


593- 


653-27 


Sequence 


27, Appl 




707 


33. 


8 


1. 


1 


1689 


4 


us- 


09- 


902- 


540-2842 


Sequence 


2842, Ap 




708 


33. 


8 


1. 


1 


1794 


4 


us- 


09- 


252- 


991A-7681 


Sequence 


7681, Ap 


c 


709 


33. 


8 


1. 


1 


1920 


4 


us- 


09- 


252- 


991A-2332 


Sequence 


2332, Ap 




710 


33. 


8 


1. 


1 


1980 


4 


us- 


09- 


252- 


991A-2583 


Sequence 


2583, Ap 


c 


711 


33. 


8 


1. 


1 


1995 


1 


us- 


08- 


425- 


069-3 


Sequence 


3, Appli 


c 


712 


33. 


8 


1. 


1 


1995 


2 


us- 


08- 


317- 


844B-3 


Sequence 


3, Appli 


c 


713 


33. 


8 


1. 


1 


2046 


4 


us- 


09- 


252- 


991A-7996 


Sequence 


7996, Ap 


c 


714 


33. 


8 


1. 


1 


2046 


4 


us- 


09- 


252- 


991A-8058 


Sequence 


8058, Ap 




715 


33. 


8 


1. 


1 


2270 


4 


us- 


09- 


229- 


151C-13 


Sequence 


13, Appl 




716 


33. 


8 


1. 


1 


2315 


4 


us- 


09- 


620- 


312D-621 


Sequence 


621, App 


c 


717 


33. 


8 


1. 


1 


2484 


4 


us- 


09- 


252- 


991A-1388 


Sequence 


1388, Ap 




718 


33. 


8 


1. 


1 


2570 


4 


us- 


09- 


229- 


151C-14 


Sequence 


14, Appl 


c 


719 


33. 


8 


1. 


1 


3092 


4 


us- 


09- 


902- 


540-636 


Sequence 


636, App 




720 


33. 


8 


1. 


1 


6063 


4 


us- 


09- 


902- 


540-807 


Sequence 


807, App 




721 


33. 


8 


1. 


1 


6858 


4 


us- 


09- 


252- 


991A-1219 


Sequence 


1219, Ap 


c 


722 


33. 


8 


1. 


1 


15351 


4 


us- 


09- 


902- 


540-1154 


Sequence 


1154, Ap 


c 


723 


33. 


8 


1. 


1 


16047 


4 


us- 


09- 


902- 


540-1136 


Sequence 


1136, Ap 


c 


724 


33. 


8 


1. 


1 


19394 


4 


us- 


09- 


902- 


540-1172 


Sequence 


1172, Ap 




725 


33. 


8 


1. 


1 


22301 


4 


us- 


09- 


902- 


540-1208 


Sequence 


1208, Ap 




726 


33. 


8 


1. 


1 


35707 


4 


us- 


09- 


949- 


016-17120 


Sequence 


17120, A 


c 


727 


33. 


8 


1. 


1 


41171 


4 


us- 


08- 


311- 


731A-122 


Sequence 


122, App 




728 


33. 


8 


1. 


1 


42053 


4 


us- 


09- 


949- 


016-15924 


Sequence 


15924, A 


c 


729 


33. 


8 


1. 


1 


52874 


4 


us- 


09- 


949- 


016-14868 


Sequence 


14868, A 


c 


730 


33. 


8 


1. 


1 


86947 


4 


us- 


09- 


949- 


016-11930 


Sequence 


11930, A 




731 


33. 


8 


1. 


1 


88036 


4 


us- 


09- 


949- 


016-15335 


Sequence 


15335, A 




732 


33. 


8 


1. 


1 


178883 


4 


us- 


09- 


949- 


016-12733 


Sequence 


12733, A 




733 


33. 


8 


1. 


1 


178884 


4 


us- 


09- 


949- 


016-13039 


Sequence 


13039, A 


c 


734 


33. 


8 


1. 


1 


275110 


4 


us- 


09- 


949- 


016-12706 


Sequence 


12706, A 


c 


735 


33. 


8 


1. 


1 


275110 


4 


us- 


09- 


949- 


016-16070 


Sequence 


16070, A 




736 


33. 


6 


1. 


1 


321 


4 


us- 


09- 


252- 


991A-3868 


Sequence 


3868, Ap 


c 


737 


33. 


6 


1. 


1 


447 


4 


us- 


09- 


252- 


991A-6705 


Sequence 


6705, Ap 




738 


33. 


6 


1. 


1 


474 


4 


us- 


09- 


621- 


976-18033 


Sequence 


18033, A 




739 


33. 


6 


1. 


1 


481 


4 


us- 


09- 


644- 


907B-5 


Sequence 


5, Appli 




740 


33. 


6 


1. 


1 


522 


3 


us- 


08- 


149- 


101A-11 


Sequence 


11, Appl 




741 


33. 


6 


1. 


1 


522 


5 


PC1 


•-US94-12873-11 


Sequence 


11, Appl 




742 


33. 


6 


1. 


1 


531 


4 


us- 


09- 


902- 


540-7651 


Sequence 


7651, Ap 




743 


33. 


6 


1. 


1 


588 


4 


us- 


09- 


252- 


991A-6313 


Sequence 


6313, Ap 




744 


33. 


6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-46286 


Sequence 


46286, A 




745 


33. 


6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-46287 


Sequence 


46287, A 




746 


33. 


6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-46288 


Sequence 


46288, A 


c 


747 


33. 


6 


1. 


1 


601 


4 


us- 


09- 


949- 


016-121715 


Sequence 


121715, 




748 


33. 


6 


1. 


1 


645 


4 


us- 


09- 


252- 


991A-6395 


Sequence 


6395, Ap 




749 


33. 


6 


1. 


1 


699 


4 


us- 


09- 


252- 


991A-3823 


Sequence 


3823, Ap 




750 


33. 


6 


1. 


1 


795 


4 


us- 


09- 


252- 


991A-1516 


Sequence 


1516, Ap 




751 


33. 


6 


1. 


1 


831 


4 


us- 


09- 


252- 


991A-1557 


Sequence 


1557, Ap 




752 


33. 


6 


1. 


1 


852 


4 


us- 


09- 


266- 


965-36 


Sequence 


36, Appl 



c 


753 


33. 


6 


1. 


1 


1001 


4 


us- 


09- 


671- 


-317-228 


Sequence 


228, App 


c 


754 


33. 


6 


1. 


1 


1001 


4 


US- 


09- 


671- 


317-229 


Sequence 


229, App 




755 


33. 


6 


1. 


1 


1011 


4 


us- 


09- 


902- 


540-8881 


Sequence 


8881, Ap 




756 


33. 


6 


1. 


1 


1197 


4 


us- 


10- 


151- 


832-2 


Sequence 


2, Appli 




757 


33. 


6 


1. 


1 


1215 


4 


us- 


09- 


252- 


991A-9259 


Sequence 


9259, Ap 




758 


33. 


6 


1. 


1 


1308 


4 


us- 


10- 


151- 


832-1 


Sequence 


1, Appli 




759 


33. 


6 


1. 


1 


1410 


4 


us- 


09- 


252- 


991A-10147 


Sequence 


10147, A 


c 


760 


33. 


6 


1. 


1 


1455 


4 


us- 


09- 


252- 


991A-6154 


Sequence 


6154, Ap 


c 


761 


33. 


6 


1. 


1 


1488 


4 


us- 


09- 


252- 


991A-9307 


Sequence 


9307, Ap 


c 


762 


33. 


6 


1. 


1 


1502 


4 


us- 


09- 


902- 


540-6160 


Sequence 


6160, Ap 


c 


763 


33. 


6 


1. 


1 


1504 


4 


us- 


09- 


902- 


540-301 


Sequence 


301, App 


c 


764 


33. 


6 


1. 


1 


1587 


4 


us- 


09- 


902- 


540-7908 


Sequence 


7908, Ap 




765 


33. 


6 


1. 


1 


1602 


4 


us- 


09- 


252- 


991A-9270 


Sequence 


9270, Ap 


c 


766 


33. 


6 


1. 


1 


1623 


4 


us- 


09- 


252- 


991A-9839 


Sequence 


9839, Ap 




767 


33. 


6 


1. 


1 


1653 


4 


us- 


09- 


902- 


540-3348 


Sequence 


3348, Ap 




768 


33. 


6 


1. 


1 


1759 


4 


us- 


09- 


470- 


881-2 


Sequence 


2, Appli 




769 


33. 


6 


1. 


1 


1770 


4 


us- 


09- 


902- 


540-7504 


Sequence 


7504, Ap 




770 


33. 


6 


1. 


1 


1818 


4 


us- 


09- 


902- 


540-5126 


Sequence 


5126, Ap 


c 


771 


33. 


6 


1. 


1 


1821 


4 


us- 


09- 


252- 


991A-1662 


Sequence 


1662, Ap 


c 


772 


33. 


6 


1. 


1 


1926 


3 


us- 


09- 


249- 


585A-2 


Sequence 


2, Appli 


c 


773 


33. 


6 


1. 


1 


1926 


4 


us- 


09- 


410- 


399-3 


Sequence 


3, Appli 




774 


33. 


6 


1. 


1 


2122 


3 


us- 


09- 


029- 


603-1 


Sequence 


1, Appli 




775 


33. 


6 


1. 


1 


2202 


4 


us- 


09- 


902- 


540-8501 


Sequence 


8501, Ap 




776 


33. 


6 


1. 


1 


2346 


4 


us- 


09- 


252- 


991A-1466 


Sequence 


1466, Ap 


c 


777 


33. 


6 


1. 


1 


2352 


4 


us- 


09- 


902- 


540-4107 


Sequence 


4107, Ap 


c 


778 


33. 


6 


1. 


1 


2580 


3 


us- 


09- 


050- 


863-2 


Sequence 


2, Appli 


c 


779 


33. 


6 


1. 


1 


2580 


3 


us- 


09- 


359- 


081-2 


Sequence 


2, Appli 




780 


33. 


6 


1. 


1 


4026 


4 


us- 


09- 


252- 


991A-10214 


Sequence 


10214, A 




781 


33. 


6 


1. 


1 


5452 


2 


us- 


09- 


130- 


114-1 


Sequence 


1, Appli 


c 


782 


33. 


6 


1. 


1 


5618 


4 


us- 


09- 


902- 


540-728 


Sequence 


728, App 




783 


33. 


6 


1. 


1 


6419 


4 


us- 


09- 


949- 


016-15768 


Sequence 


15768, A 


c 


784 


33. 


6 


1. 


1 


6468 


4 


us- 


09- 


902- 


540-895 


Sequence 


8 95, App 


c 


785 


33. 


6 


1. 


1 


6594 


4 


us- 


09- 


902- 


540-752 


Sequence 


752, App 




786 


33. 


6 


1. 


1 


7898 


3 


us- 


08- 


984- 


709A-49 


Sequence 


49, Appl 




787 


33. 


6 


1. 


1 


7994 


4 


us- 


09- 


902- 


540-797 


Sequence 


797, App 




788 


33. 


6 


1. 


1 


8705 


4 


us- 


09- 


647- 


344A-14 


Sequence 


14, Appl 


c 


789 


33. 


6 


1. 


1 


9600 


3 


us- 


08- 


910- 


647-1 


Sequence 


1, Appli 


c 


790 


33. 


6 


1. 


1 


9600 


3 


us- 


09- 


620- 


925-1 


Sequence 


1, Appli 




791 


33. 


6 


1. 


1 


9937 


4 


us- 


09- 


902- 


540-946 


Sequence 


946, App 


c 


792 


33. 


6 


1. 


1 


10596 


1 


us- 


07- 


884- 


811-15 


Sequence 


15, Appl 


c 


793 


33. 


6 


1. 


1 


10596 


1 


us- 


07- 


885- 


971-15 


Sequence 


15, Appl 


c 


794 


33. 


6 


1. 


1 


10596 


1 


us- 


08- 


087- 


783A-15 


Sequence 


15, Appl 


c 


795 


33. 


6 


1. 


1 


10596 


1 


us- 


08- 


194- 


088B-15 


Sequence 


15, Appl 


c 


796 


33. 


6 


1. 


1 


10596 


2 


us- 


08- 


194- 


087-15 


Sequence 


15, Appl 


c 


797 


33. 


6 


1. 


1 


10596 


5 


PCT 


•-US93-04648-15 


Sequence 


15, Appl 




798 


33. 


6 


1. 


1 


10871 


4 


us- 


09- 


902- 


540-1025 


Sequence 


1025, Ap 


c 


799 


33. 


6 


1. 


1 


11406 


4 


us- 


09- 


949- 


016-17355 


Sequence 


17355, A 


c 


800 


33. 


6 


1. 


1 


11958 


3 


us- 


09- 


134- 


246-8 


Sequence 


8, Appli 


c 


801 


33. 


6 


1. 


1 


11958 


4 


us- 


09- 


664- 


186-8 


Sequence 


8, Appli 




802 


33. 


6 


1. 


1 


16080 


4 


us- 


09- 


724- 


566A-48 


Sequence 


48, Appl 




803 


33. 


6 


1. 


1 


16080 


4 


us- 


09- 


471- 


669A-48 


Sequence 


48, Appl 




804 


33. 


6 


1. 


1 


18537 


4 


us- 


09- 


902- 


540-1157 


Sequence 


1157, Ap 




805 


33. 


6 


1. 


1 


24020 


4 


us- 


09- 


949- 


016-17353 


Sequence 


17353, A 


c 


806 


33. 


6 


1. 


1 


28058 


4 


us- 


09- 


902- 


540-1252 


Sequence 


1252, Ap 




807 


33. 


6 


1. 


1 


28257 


4 


us- 


09- 


949- 


016-13076 


Sequence 


13076, A 




808 


33. 


6 


1. 


1 


43414 


4 


us- 


09- 


949- 


016-12839 


Sequence 


12839, A 




809 


33. 


6 


1. 


1 


43415 


4 


us- 


09- 


949- 


016-16491 


Sequence 


16491, A 



c 


810 


33. 


6 


1. 


1 


48316 


4 


US- 


09- 


949- 


016-12853 


Sequence 


12853, A 


c 


811 


33. 


6 


1. 


1 


48316 


4 


US- 


09- 


949- 


016-13405 


Sequence 


13405, A 


c 


812 


33. 


6 


1. 


1 


53500 


4 


US- 


09- 


266- 


965-76 


Sequence 


7 6, Appl 




813 


33. 


6 


1. 


1 


9.1279 


4 


US- 


09- 


949- 


016-15146 


Sequence 


15146, A 


c 


814 


33. 


6 


1. 


1 


140844 


4 


us- 


09- 


949- 


016-14199 


Sequence 


14199, A 




815 


33. 


6 


1. 


1 


536165 


4 


us- 


09- 


■214- 


808-1 


Sequence 


1, Appli 




816 


33. 


4 


1. 


1 


464 


4 


us- 


09- 


621- 


976-1342 


Sequence 


1342, Ap 


c 


817 


33. 


4 


1. 


1 


531 


4 


us- 


09- 


702- 


705-53 


Sequence 


53, Appl 


c 


818 


33. 


4 


1. 


1 


531 


4 


us- 


09- 


736- 


457-53 


Sequence 


53, Appl 


c 


819 


33. 


4 


1. 


1 


531 


4 


us- 


09- 


614- 


124B-53 


Sequence 


53, Appl 


c 


820 


33. 


4 


1. 


1 


531 


4 


us- 


09- 


671- 


325-53 


Sequence 


53, Appl 


c 


821 


33. 


4 


1. 


1 


531 


4 


us- 


09- 


589- 


184-53 


Sequence 


53, Appl 


c 


822 


33. 


4 


1. 


1 


531 


4 


us- 


09- 


658- 


824-53 


Sequence 


53, Appl 




823 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-38520 


Sequence 


38520, A 




824 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-109161 


Sequence 


109161, 




825 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-152044 


Sequence 


152044, 




826 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-152117 


Sequence 


152117, 




827 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-152190 


Sequence 


152190, 




828 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-152263 


Sequence 


152263, 




829 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-159349 


Sequence 


159349, 




830 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-159422 


Sequence 


159422, 




831 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-159495 


Sequence 


159495, 




832 


33. 


4 


1. 


1 


601 


4 


us- 


09- 


949- 


016-159568 


Sequence 


159568, 


c 


833 


33. 


4 


1. 


1 


956 


4 


us~ 


09- 


949- 


016-1403 


Sequence 


1403, Ap 




834 


33. 


4 


1. 


1 


970 


3 


us- 


09- 


248- 


335-47 


Sequence 


47, Appl 


c 


835 


33. 


4 


1. 


1 


1080 


1 


us- 


08- 


225- 


757B-1 


Sequence 


1, Appli 


c 


836 


33. 


4 


1. 


1 


1080 


2 


us- 


08- 


722- 


050-1 


Sequence 


1, Appli 


c 


837 


33. 


4 


1. 


1 


1080 


4 


us- 


09- 


883- 


985-1 


Sequence 


1, Appli 




838 


33. 


4 


1. 


1 


1098 


4 


us- 


09- 


252- 


991A-14407 


Sequence 


14407, A 




839 


33. 


4 


1. 


1 


1134 


4 


us- 


09- 


902- 


540-6707 


Sequence 


6707, Ap 


c 


840 


33. 


4 


1. 


1 


1164 


4 


us- 


09- 


252- 


991A-1310 


Sequence 


1310, Ap 




841 


33. 


4 


1. 


1 


1266 


4 


us- 


09- 


902- 


540-7594 


Sequence 


7594, Ap 


c 


842 


33. 


4 


1. 


1 


1311 


4 


us- 


09- 


252- 


991A-1355 


Sequence 


1355, Ap 




843 


33. 


4 


1. 


1 


1326 


4 


us- 


09- 


252- 


991A-1156 


Sequence 


1156, Ap 




844 


33. 


4 


1. 


1 


1419 


4 


us- 


09- 


252- 


991A-1246 


Sequence 


1246, Ap 




845 


33. 


4 


1. 


1 


1434 


4 


us- 


09- 


902- 


540-5463 


Sequence 


5463, Ap 




846 


33. 


4 


1. 


1 


1512 


4 


us- 


09- 


252- 


991A-1481 


Sequence 


1481, Ap 


c 


847 


33. 


4 


1. 


1 


1566 


4 


us- 


09- 


252- 


991A-14264 


Sequence 


14264, A 


c 


848 


33. 


4 


1. 


1 


1719 


4 


us- 


09- 


902- 


540-2792 


Sequence 


2792, Ap 




849 


33. 


4 


1. 


1 


1908 


4 


us- 


09- 


252- 


991A-14353 


Sequence 


14353, A 




850 


33. 


4 


1. 


1 


1977 


4 


us- 


09- 


902- 


540-7785 


Sequence 


7785, Ap 




851 


33. 


4 


1. 


1 


2034 


4 


us- 


09- 


252- 


991A-1531 


Sequence 


1531, Ap 


c 


852 


33. 


4 


1. 


1 


2363 


3 


us- 


09- 


721- 


383-1 


Sequence 


1, Appli 


c 


853 


33. 


4 


1. 


1 


2363 


3 


us- 


09- 


721- 


137-1 


Sequence 


1, Appli 


c 


854 


33. 


4 


1. 


1 


2363 


4 


us- 


09- 


721- 


251-1 


Sequence 


1, Appli 


c 


855 


33. 


4 


1. 


1 


2363 


4 


us- 


10- 


114- 


764-1 


Sequence 


1, Appli 


c 


856 


33. 


4 


1. 


1 


2537 


4 


us- 


09- 


902- 


540-415 


Sequence 


415, App 




857 


33. 


4 


1. 


1 


2948 


4 


us- 


09- 


774- 


528-145 


Sequence 


145, App 


c 


858 


33. 


4 


1. 


1 


2976 


4 


us- 


09- 


949- 


016-2013 


Sequence 


2013, Ap 


c 


859 


33. 


4 


1. 


1 


3595 


4 


us- 


09- 


949- 


016-492 


Sequence 


492, App 




860 


33. 


4 


1. 


1 


4079 


4 


us- 


09- 


016- 


434-1449 


Sequence 


1449, Ap 


c 


861 


33. 


4 


1. 


1 


4408 


4 


us- 


09- 


902- 


540-744 


Sequence 


744, App 


c 


862 


33. 


4 


1. 


1 


5175 


4 


us- 


09- 


902- 


540-774 


Sequence 


774, App 




863 


33. 


4 


1. 


1 


15271 


4 


us- 


09- 


902- 


540-1051 


Sequence 


1051, Ap 


c 


864 


33. 


4 


1. 


1 


15644 


4 


us- 


09- 


902- 


540-1133 


Sequence 


1133, Ap 


c 


865 


33. 


4 


1. 


1 


24166 


4 


us- 


09- 


949- 


016-13755 


Sequence 


13755, A 


c 


866 


33. 


4 


1. 


1 


24735 


4 


us- 


09- 


949- 


016-12850 


Sequence 


12850, A 



c 


867 


33. 


4 


1. 


1 


28172 


4 


US- 


09- 


902- 


540-1221 


Sequence 


1221, Ap 


c 


868 


33. 


4 


1. 


1 


41310 


4 


us- 


09- 


902- 


540-1264 


Sequence 


1264, Ap 




869 


33. 


4 


1. 


1 


42741 


4 


US- 


09- 


949- 


016-11857 


Sequence 


11857, A 




870 


33. 


4 


1. 


1 


51807 


4 


us- 


09- 


949- 


016-15333 


Sequence 


15333, A 


c 


871 


33. 


4 


1. 


1 


78846 


4 


us- 


09- 


949- 


016-12396 


Sequence 


12396, A 


c 


872 


33. 


4 


1. 


1 


78846 


4 


US- 


09- 


949- 


016-12791 


Sequence 


12791, A 


c 


873 


33. 


4 


1. 


1 


78846 


4 


us- 


09- 


949- 


016-12792 


Sequence 


12792, A 


c 


874 


33. 


4 


1. 


1 


78846 


4 


us- 


09- 


949- 


016-12793 


Sequence 


12793, A 


c 


875 


33. 


4 


1. 


1 


78850 


4 


us- 


09- 


949- 


016-16013 


Sequence 


16013, A 


c 


876 


33. 


4 


1. 


1 


78850 


4 


us- 


09- 


949- 


016-16014 


Sequence 


16014, A 


c 


877 


33. 


4 


1. 


1 


78850 


4 


us- 


09- 


949- 


016-16015 


Sequence 


16015, A 


c 


878 


33. 


4 


1. 


1 


78850 


4 


us- 


09- 


949- 


016-16016 


Sequence 


16016, A 


c 


879 


33. 


4 


1. 


1 


78850 


4 


us- 


09- 


949- 


016-16201 


Sequence 


16201, A 


c 


880 


33. 


4 


1. 


1 


78850 


4 


us- 


09- 


949- 


016-16202 


Sequence 


16202, A 


c 


881 


33. 


4 


1. 


1 


78850 


4 


us- 


09- 


949- 


016-16203 


Sequence 


16203, A 


c 


882 


33. 


4 


1. 


1 


78850 


. 4 


us- 


09- 


949- 


016-16204 


Sequence 


16204, A 


c 


883 


33. 


4 


1. 


1 


91665 


4 


us- 


09- 


949- 


016-12234 


Sequence 


12234, A 


c 


884 


33. 


4 


1. 


1 


152655 


4 


us- 


09- 


949- 


016-16246 


Sequence 


16246, A 


c 


885 


33. 


4 


1. 


1 


192700 


4 


us- 


09- 


949- 


016-11820 


Sequence 


11820, A 


c 


886 


33. 


4 


1. 


1 


192704 


4 


us- 


09- 


949- 


016-17182 


Sequence 


17182, A 


c 


887 


33. 


2 


1. 


1 


459 


4 


us- 


09- 


707- 


919A-13 


Sequence 


1 3 , Appl 




888 


33. 


2 


1. 


1 


468 


4 


us- 


09- 


252- 


991A-16533 


Sequence 


16533, A 




889 


33. 


2 


1. 


1 


516 


4 


us- 


09- 


252- 


991A-1809 


Sequence 


1809, Ap 


c 


890 


33. 


2 


1. 


1 


516 


4 


us- 


09- 


083- 


268-1 


Sequence 


1, Appli 


c 


891 


33. 


2 


1. 


1 


543 


4 


us- 


09- 


252- 


991A-1126 


Sequence 


1126, Ap 




892 


33. 


2 


1. 


1 


571 


1 


us- 


08- 


322- 


742-14 


Sequence 


14, Appl 


c 


893 


33. 


2 


1. 


1 


595 


3 


us- 


09- 


328- 


111-330 


Sequence 


330, App 


c 


894 


33. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


016-105795 


Sequence 


105795, 


c 


895 


33. 


2 


1. 


1 


601 


4 


us- 


09- 


949- 


001-758 


Sequence 


758, App 


c 


896 


33. 


2 


1. 


1 


684 


4 


us- 


09- 


252- 


991A-1812 


Sequence 


1812, Ap 




897 


33. 


2 


1. 


1 


717 


4 


us- 


09- 


252- 


991A-2148 


Sequence 


2148, Ap 




898 


33. 


2 


1. 


1 


738 


4 


us- 


09- 


252- 


991A-10479 


Sequence 


10479, A 




899 


33. 


2 


1. 


1 


828 


4 


us- 


09- 


252- 


991A-2078 


Sequence 


2078, Ap 




900 


33. 


2 


1. 


1 


837 


4 


us- 


09- 


252- 


991A-5035 


Sequence 


5035, Ap 


c 


901 


33. 


2 


1. 


1 


837 


4 


us- 


09- 


252- 


991A-5100 


Sequence 


5100, Ap 




902 


33. 


2 


1. 


1 


885 


4 


us- 


09- 


252- 


991A-10382 


Sequence 


10382, A 




903 


33. 


2 


1. 


1 


909 


4 


us- 


09- 


252- 


991A-5120 


Sequence 


5120, Ap 


c 


904 


33. 


2 


1. 


1 


1047 


4 


us- 


09- 


252- 


991A-5002 


Sequence 


5002, Ap 




905 


33. 


2 


1. 


1 


1062 


4 


us- 


09- 


016- 


434-1286 


Sequence 


1286, Ap 




906 


33. 


2 


1. 


1 


1062 


4 


us- 


08- 


134- 


231C-33 


Sequence 


33, Appl 




907 


33. 


2 


1. 


1 


1062 


4 


us- 


09- 


023- 


655-1327 


Sequence 


1327, Ap 




908 


33. 


2 


1. 


1 


1062 


4 


us- 


08- 


728- 


160-33 


Sequence 


33, Appl 


c 


909 


33. 


2 


1. 


1 


1365 


4 


us- 


09- 


252- 


991A-1996 


Sequence 


1996, Ap 




910 


33. 


2 


1. 


1 


1389 


4 


us- 


09- 


252- 


991A-1733 


Sequence 


1733, Ap 




911 


33. 


2 


1. 


1 


1458 


4 


us- 


09- 


489- 


039A-2996 


Sequence 


2996, Ap 




912 


33. 


2 


1. 


1 


1782 


4 


us- 


09- 


252- 


991A-5094 


Sequence 


5094, Ap 




913 


33. 


2 


1. 


1 


1804 


4 


us- 


09- 


949- 


016-4941 


Sequence 


4941, Ap 


c 


914 


33. 


2 


1. 


1 


1827 


2 


us- 


08- 


824- 


878-2 


Sequence 


2, Appli 


c 


915 


33. 


2 


1. 


1 


1827 


3 


us- 


09- 


353- 


688-2 


Sequence 


2, Appli 




916 


33. 


2 


1. 


1 


1855 


3 


us- 


09- 


150- 


133-6 


Sequence 


6, Appli 




917 


33. 


2 


1. 


1 


1855 


3 


us- 


09- 


150- 


141-6 


Sequence 


6, Appli 




918 


33. 


2 


1. 


1 


1855 


3 


us- 


09- 


374- 


493-6 


Sequence 


6, Appli 




919 


33. 


2 


1. 


1 


1855 


3 


us- 


09- 


374- 


824-6 


Sequence 


6, Appli 




920 


33. 


2 


1. 


1 


1855 


3 


us- 


09- 


374- 


492-6 


Sequence 


6, Appli 




921 


33. 


2 


1. 


1 


1855 


4 


us- 


09- 


785- 


343-6 


Sequence 


6, Appli 




922 


33. 


2 


1. 


1 


1855 


4 


us- 


10- 


411- 


976-6 


Sequence 


6, Appli 




923 


33. 


2 


1. 


1 


1855 


4 


us- 


09- 


949- 


016-519 


Sequence 


519, App 



c 


924 


33.2 


1. 


1 


1974 


4 


US- 


09- 


252- 


991A-1089 


Sequence 


1089, Ap 




925 


33.2 


1. 


1 


2031 


4 


US- 


09- 


252- 


991A-5180 


Sequence 


5180, Ap 




926 


33.2 


1. 


1 


2169 


4 


US- 


09- 


252- 


991A-10268 


Sequence 


10268, A 




927 


33.2 


1. 


1 


2331 


4 


US- 


09- 


252- 


991A-999 


Sequence 


999, App 


c 


928 


33.2 


1. 


1 


2525 


4 


us- 


09- 


620- 


312D-1044 


Sequence 


1044, Ap 




929 


33.2 


1. 


1 


3650 


4 


us- 


09- 


949- 


016-3694 


Sequence 


3694, Ap 


c 


930 


33.2 


1. 


1 


4481 


3 


us- 


09- 


041- 


886-18 


Sequence 


18, Appl 


c 


931 


33.2 


1. 


1 


4481 


4 


us- 


09- 


648- 


281-1 


Sequence 


1, Appli 


c 


932 


33.2 


1. 


1 


4481 


4 


us- 


09- 


707- 


919A-20 


Sequence 


20, Appl 


c 


933 


33.2 


1. 


1 


4481 


4 


us- 


09- 


083- 


268-2 


Sequence 


2, Appli 


c 


934 


33.2 


1. 


1 


5587 


4 


us- 


09- 


949- 


016-5651 


Sequence 


5651, Ap 


c 


935 


33.2 


1. 


1 


5601 


4 


us- 


09- 


949- 


016-1039 


Sequence 


1039, Ap 


c 


936 


33.2 


1. 


1 


10280 


4 


us- 


09- 


902- 


540-980 


Sequence 


980, App 


c 


937 


33.2 


1. 


1 


13178 


4 


us- 


09- 


949- 


016-17116 


Sequence 


17116, A 




938 


33.2 


1. 


1 


13875 


2 


us- 


08- 


734- 


344-1 


Sequence 


1, Appli 




939 


33.2 


1. 


1 


14449 


4 


us- 


09- 


949- 


016-12108 


Sequence 


12108, A 


c 


940 


33.2 


1. 


1 


22156 


4 


us- 


09- 


902- 


540-1195 


Sequence 


1195, Ap 




941 


33.2 


1. 


1 


22911 


4 


us- 


09- 


949- 


016-16683 


Sequence 


16683, A 




942 


33.2 


1. 


1 


23673 


3 


us- 


09- 


773- 


816-1 


Sequence 


1, Appli 




943 


33.2 


1. 


1 


30656 


4 


us- 


09- 


949- 


016-14613 


Sequence 


14613, A 




944 


33.2 


1. 


1 


39754 


4 


us- 


09- 


949- 


016-14689 


Sequence 


14689, A 


c 


945 


33.2 


1. 


1 


43414 


4 


us- 


09- 


949- 


016-12839 


Sequence 


12839, A 


c 


946 


33.2 


1. 


1 


43415 


4 


us- 


09- 


949- 


016-16491 


Sequence 


16491, A 




947 


33.2 


1. 


1 


68283 


4 


us- 


09- 


949- 


016-12261 


Sequence 


12261, A 




948 


33.2 


1. 


1 


134987 


4 


us- 


09- 


949- 


016-15348 


Sequence 


15348, A 




949 


33.2 


1. 


1 


134987 


4 


us- 


09- 


949- 


016-15349 


Sequence 


15349, A 




950 


33.2 


1. 


1 


134987 


4 


us- 


09- 


949- 


016-15350 


Sequence 


15350, A 




951 


33.2 


1. 


1 


134987 


4 


us- 


09- 


949- 


016-15507 


Sequence 


15507, A 




952 


33.2 


1. 


1 


134987 


4 


us- 


09- 


949- 


016-15508 


Sequence 


15508, A 




953 


33.2 


1. 


1 


134987 


4 


us- 


09- 


949- 


016-15509 


Sequence 


15509, A 


c 


954 


33.2 


1. 


1 


152132 


4 


us- 


09- 


949- 


016-13845 


Sequence 


13845, A 


c 


955 


33.2 


1. 


1 


152145 


4 


us- 


09- 


949- 


016-12371 


Sequence 


12371, A 


c 


956 


33.2 


1. 


1 


198632 


4 


us- 


09- 


949- 


016-12781 


Sequence 


12781, A 


c 


957 


33.2 


1. 


1 


198637 


4 


us- 


09- 


949- 


016-17393 


Sequence 


17393, A 




958 


33.2 


1. 


1 


346112 


4 


us- 


09- 


949- 


016-13165 


Sequence 


13165, A 




959 


33.2 


1. 


1 


767677 


4 


us- 


09- 


949- 


016-12147 


Sequence 


12147, A 




960 


33.2 


1. 


1 


767677 


4 


us- 


09- 


949- 


016-17361 


Sequence 


17361, A 


c 


961 


33 


1. 


0 


378 


4 


us- 


09- 


902- 


540-4782 


Sequence 


4782, Ap 




962 


33 


1. 


0 


396 


4 


us- 


09- 


513- 


597A-16 


Sequence 


16, Appl 




963 


33 


1. 


0 


412 


4 


us- 


09- 


513- 


597A-15 


Sequence 


15, Appl 


c 


964 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-23036 


Sequence 


23036, A 


c 


965 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-23037 


Sequence 


23037, A 


c 


966 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-23038 


Sequence 


23038, A 


c 


967 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-26784 


Sequence 


26784, A 


c 


968 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-56277 


Sequence 


56277, A 


c 


969 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-175321 


Sequence 


175321, 


c 


970 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-183033 


Sequence 


183033, 


c 


971 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-200508 


Sequence 


200508, 


c 


972 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-200509 


Sequence 


200509, 


c 


973 


33 


1. 


0 


601 


4 


us- 


09- 


949- 


016-200510 


Sequence 


200510, 




974 


33 


1. 


0 


666 


4 


us- 


09- 


252- 


991A-2587 


Sequence 


2587, Ap 




975 


33 


1. 


0 


708 


4 


us- 


09- 


902- 


540-8487 


Sequence 


8487, Ap 




976 


33 


1. 


0 


713 


4 


us- 


09- 


919- 


039-310 


Sequence 


310, App 


c 


977 


33 


1. 


0 


732 


4 


us- 


09- 


252- 


991A-8860 


Sequence 


8860, Ap 




978 


33 


1. 


0 


834 


4 


us- 


09- 


252- 


991A-12686 


Sequence 


12686, A 




979 


33 


1. 


0 


1074 


4 


us- 


09- 


252- 


991A-350 


Sequence 


350, App 


c 


980 


33 


1. 


0 


1083 


4 


us- 


09- 


252- 


991A-13113 


Sequence 


13113, A 



981 


33 


1. 


0 


1092 


4 


US- 


09- 


902- 


540-8845 


Sequence 


8845, Ap 


c 982 


33 


1. 


0 


1198 


4 


us- 


09- 


513- 


597A-3 


Sequence 


3, Appli 


c 983 


33 


1. 


0 


1207 


4 


US- 


09- 


513- 


597A-14 


Sequence 


14, Appl 


c 984 


33 


1. 


0 


1218 


4 


US- 


09- 


252- 


991A-316 


Sequence 


316, App 


c 985 


33 


1. 


0 


1233 


4 


us- 


09- 


252- 


991A-2330 


Sequence 
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1142 


32. 


6 


1. 


0 


846 


4 


us- 


09- 


902- 


540-5052 


Sequence 


5052, Ap 


1143 


32. 


6 


1. 


0 


864 


4 


us- 


09- 


252- 


991A-6057 


Sequence 


6057, Ap 


1144 


32. 


6 


1. 


0 


888 


4 


us- 


09- 


902- 


540-3105 


Sequence 


3105, Ap 


1145 


32. 


6 


1. 


0 


942 


4 


us- 


09- 


252- 


991A-15446 


Sequence 


15446, A 


1146 


32. 


6 


1. 


0 


960 


4 


us- 


09- 


252- 


991A-6745 


Sequence 


6745, Ap 


1147 


32. 


6 


1. 


0 


990 


4 


us- 


09- 


252- 


991A-1499 


Sequence 


1499, Ap 


1148 


32. 


6 


1. 


0 


1075 


4 


us- 


09- 


660- 


107-12 


Sequence 


12, Appl 


1149 


32. 


6 


1. 


0 


1110 


4 


us- 


09- 


252- 


991A-15552 


Sequence 


15552, A 


1150 


32. 


6 


1. 


0 


1119 


4 


us- 


09- 


902- 


540-4364 


Sequence 


4364, Ap 


cll51 


32. 


6 


1. 


0 


1131 


4 


us- 


09- 


252- 


991A-1675 


Sequence 


1675, Ap 



1152 


32. 


6 


1. 


0 


1152 


4 


US- 


09- 


252- 


991A-7217 


Sequence 


7217, Ap 


cll53 


32. 


6 


1. 


0 


1167 


4 


US- 


09- 


252- 


991A-6408 


Sequence 


6408, Ap 


1154 


32. 


6 


1. 


0 


1224 


4 


us- 


09- 


266- 


965-22 


Sequence 


22, Appl 


1155 


32. 


6 


1. 


0 


1230 


4 


us- 


10- 


105- 


319-1 


Sequence 


1, Appli 


cll56 


32. 


6 


1. 


0 


1266 


4 


US- 


09- 


252- 


991A-4132 


Sequence 


4132, Ap 


1157 


32. 


6 


1. 


0 


1270 


4 


us- 


09- 


949- 


016-5072 


Sequence 


5072, Ap 


1158 


32. 


6 


1. 


0 


1270 


4 


us- 


09- 


949- 


016-5073 


Sequence 


5073, Ap 


1159 


32. 


6 


1. 


0 


1278 


4 


us- 


09- 


270- 


767-7544 


Sequence 


7544, Ap 


1160 


32. 


6 


1. 


0 


1278 


4 


us- 


09- 


270- 


767-22826 


Sequence 


22826, A 


1161 


32. 


6 


1. 


0 


1362 


4 


us- 


09- 


252- 


991A-4074 


Sequence 


4074, Ap 


1162 


32. 


6 


1. 


0 


1389 


4 


us- 


09- 


252- 


991A-7279 


Sequence 


7279, Ap 


cll63 


32. 


6 


1. 


0 


1389 


4 


us- 


09- 


252- 


991A-15246 


Sequence 


15246, A 


1164 


32. 


6 


1. 


0 


1395 


4 


us- 


09- 


902- 


540-3192 


Sequence 


3192, Ap 


1165 


32. 


6 


1. 


0 


1404 


4 


us- 


09- 


902- 


540-242 


Sequence 


242, App 


cll66 


32. 


6 


1. 


0 


1428 


4 


us- 


09- 


252- 


991A-7419 


Sequence 


7419, Ap 


1167 


32. 


6 


1. 


0 


1689 


4 


us- 


09- 


902- 


540-3347 


Sequence 


3347, Ap 


1168 


32. 


6 


1. 


0 


1734 


4 


us- 


09- 


489- 


039A-4357 


Sequence 


4357, Ap 


1169 


32. 


6 


1. 


0 


2085 


2 


us- 


08- 


668- 


128B-7 


Sequence 


7, Appli 


1170 


32. 


6 


1. 


0 


2085 


2 


us- 


08- 


905- 


445-7 


Sequence 


7, Appli 


1171 


32. 


6 


1. 


0 


2100 


4 


us- 


09- 


270- 


767-12398 


Sequence 


12398, A 


C1172 


32. 


6 


1. 


0 


2308 


3 


us- 


09- 


382- 


256-9 


Sequence 


9, Appli 


cll73 


32. 


6 


1. 


0 


2308 


3 


us- 


09- 


395- 


115-9 


Sequence 


9, Appli 


cll74 


32. 


6 


1. 


0 


2308 


3 


us- 


08- 


436- 


265-9 


Sequence 


9, Appli 


C1175 


32. 


6 


1. 


0 


2308 


3 


us- 


09- 


679- 


187-9 


Sequence 


9, Appli 


C1176 


32. 


6 


1. 


0 


2308 


4 


us- 


09- 


267- 


963D-9 


Sequence 


9, Appli 


c!177 


32. 


6 


1. 


0 


2308 


4 


us- 


09- 


949- 


016-657 


Sequence 


657, App 


C1178 


32. 


6 


1. 


0 


2404 


4 


us- 


09- 


902- 


540-3817 


Sequence 


3817, Ap 


1179 


32. 


6 


1. 


0 


2535 


4 


us- 


09- 


252- 


991A-10613 


Sequence 


10613, A 


C1180 


32. 


6 


1. 


0 


2685 


4 


us- 


09- 


252- 


991A-4555 


Sequence 


4555, Ap 


1181 


32. 


6 


1. 


0 


2826 


4 


us- 


09- 


390- 


134B-30 


Sequence 


30, Appl 


1182 


32. 


6 


1. 


0 


2887 


3 


us- 


09- 


183- 


253-1 


Sequence 


1, Appli 


1183 


32. 


6 


1. 


0 


3741 


4 


us- 


09- 


949- 


016-3795 


Sequence 


3795, Ap 


1184 


32. 


6 


1. 


0 


3889 


4 


us- 


09- 


568- 


559-1 


Sequence 


1, Appli 


1185 


32. 


6 


1. 


0 


3924 


4 


us- 


09- 


252- 


991A-4296 


Sequence 


4296, Ap 


1186 


32. 


6 


1. 


0 


4530 


4 


us- 


09- 


566- 


921-134 


Sequence 


134, App 


1187 


32. 


6 


1. 


0 


4530 


4 


us- 


09- 


919- 


039-358 


Sequence 


358, App 


cll88 


32. 


6 


1. 


0 


4665 


4 


us- 


09- 


252- 


991A-10243 


Sequence 


10243, A 


1189 


32. 


6 


1. 


0 


4676 


3 


us- 


09- 


130- 


491-1 


Sequence 


1, Appli 


1190 


32. 


6 


1. 


0 


4858 


3 


us- 


09- 


392- 


184-1 


Sequence 


1, Appli 


1191 


32. 


6 


1. 


0 


5857 


4 


us- 


09- 


220- 


132-79 


Sequence 


79, Appl 


C1192 


32. 


6 


1. 


0 


9408 


4 


us- 


09- 


949- 


016-13867 


Sequence 


13867, A 


1193 


32. 


6 


1. 


0 


12249 


4 


us- 


09- 


266- 


965-74 


Sequence 


74, Appl 


1194 


32. 


6 


1. 


0 


15499 


4 


us- 


09- 


902- 


540-1140 


Sequence 


1140, Ap 


cll95 


32. 


6 


1. 


0 


17262 


4 


us- 


09- 


902- 


540-1146 


Sequence 


1146, Ap 


1196 


32. 


6 


1. 


0 


18331 


4 


us- 


09- 


266- 


965-96 


Sequence 


96, Appl 


C1197 


32. 


6 


1. 


0 


21010 


4 


us- 


09- 


902- 


540-1188 


Sequence 


1188, Ap 


cll98 


32. 


6 


1. 


0 


21784 


4 


us- 


09- 


820- 


002-3 


Sequence 


3, Appli 


C1199 


32. 


6 


1. 


0 


22906 


4 


us- 


09- 


949- 


016-16471 


Sequence 


16471, A 


C1200 


32. 


6 


1. 


0 


23694 


4 


us- 


09- 


902- 


540-1216 


Sequence 


1216, Ap 


1201 


32. 


6 


1. 


0 


27250 


4 


us- 


09- 


949- 


016-15537 


Sequence 


15537, A 


cl202 


32. 


6 


1. 


0 


28809 


4 


us- 


09- 


949- 


016-12825 


Sequence 


12825, A 


1203 


32. 


6 


1. 


0 


29569 


4 


us- 


09- 


949- 


016-15875 


Sequence 


15875, A 


C1204 


32. 


6 


1. 


0 


30135 


4 


us- 


09- 


902- 


540-1249 


Sequence 


1249, Ap 


1205 


32. 


6 


1. 


0 


30291 


4 


us- 


09- 


949- 


016-12875 


Sequence 


12875, A 


C1206 


32. 


6 


1. 


0 


30337 


4 


us- 


09- 


949- 


■016-13053 


Sequence 


13053, A 


1207 


32. 


6 


1. 


0 


31571 


1 


us- 


08- 


323- 


•443B-1 


Sequence 


1, Appli 


1208 


32. 


6 


1. 


0 


38653 


4 


us- 


09- 


•949- 


016-15987 


Sequence 


15987, A 



1209 


32. 


6 


1. 


0 


47981 


4 


US- 


09- 


679 


-279-1 


Sequence 


1, Appli 


cl210 


32. 


6 


1. 


0 


47981 


4 


US- 


09- 


679 


-279-1 


Sequence 


1, Appli 


1211 


32. 


6 


1. 


0 


53526 


3 


US- 


08- 


658 


-136-2 


Sequence 


2, Appli 


1212 


32. 


6 


1. 


0 


53577 


3 


US- 


08- 


658 


-136-1 


Sequence 


1, Appli 


cl213 


32. 


6 


1. 


0 


55195 


4 


us- 


09- 


949 


-016-15854 


Sequence 


15854, A 


1214 


32. 


6 


1. 


0 


65561 


4 


us- 


09- 


949 


-016-15365 


Sequence 


15365, A 


cl215 


32. 


6 


1. 


0 


86936 


4 


us- 


09- 


949 


-016-17314 


Sequence 


17314, A 


cl216 


32. 


6 


1. 


0 


107800 


4 


us- 


09- 


949 


-016-13118 


Sequence 


13118, A 


cl217 


32. 


6 


1. 


0 


116425 


4 


us- 


09- 


949 


-016-11809 


Sequence 


11809, A 


cl218 


32. 


6 


1. 


0 


137226 


4 


us- 


09- 


949 


-016-13763 


Sequence 


13763, A 


1219 


32. 


4 


1. 


0 


216 


4 


us- 


09- 


252 


-991A-7160 


Sequence 


7160, Ap 


1220 


32. 


4 


1. 


0 


329 


4 


us- 


08- 


956 


-171E-4360 


Sequence 


4360, Ap 


1221 


32. 


4 


1. 


0 


329 


4 


us- 


08- 


781 


-986A-4360 


Sequence 


4360, Ap 


cl222 


32. 


4 


1. 


0 


435 


4 


us- 


09- 


252 


-991A-10001 


Sequence 


10001, A 


1223 


32. 


4 


1. 


0 


581 


2 


us- 


08- 


557 


-309B-22 


Sequence 


22, Appl 


1224 


32. 


4 


1. 


0 


581 


3 


us- 


08- 


834 


-306-22 


Sequence 


22, Appl 


1225 


32. 


4 


1. 


0 


581 


3 


us- 


08- 


993 


-674A-22 


Sequence 


22, Appl 


1226 


32. 


4 


1. 


0 


581 


3 


us- 


09- 


256 


-976-22 


Sequence 


22, Appl 


1227 


32. 


4 


1. 


0 


601 


4 


us- 


09- 


949 


-016-40459 


Sequence 


40459, A 


1228 


32. 


4 


1. 


0 


601 


4 


us- 


09- 


949 


-016-40460 


Sequence 


40460, A 


cl229 


32. 


4 


1. 


0 


601 


4 


us- 


09- 


949 


-016-55209 


Sequence 


55209, A 


cl230 


32. 


4 


1. 


0 


601 


4 


us- 


09- 


949 


-016-131726 


Sequence 


131726, 


1231 


32. 


4 


1. 


0 


601 


4 


us- 


09- 


949 


-016-168358 


Sequence 


168358, 


1232 


32. 


4 


1. 


0 


750 


4 


us- 


09- 


252 


-991A-12401 


Sequence 


12401, A 


1233 


32. 


4 


1. 


0 


834 


4 


us- 


09- 


621 


-976-2574 


Sequence 


2574, Ap 


1234 


32. 


4 


1. 


0 


886 


4 


us- 


08- 


134 


-231C-31 


Sequence 


31, Appl 


1235 


32. 


4 


1. 


0 


886 


4 


us- 


08- 


728 


-160-31 


Sequence 


3 1 , Appl 


1236 


32. 


4 


1. 


0 


999 


4 


us- 


09- 


902 


-540-2460 


Sequence 


2460, Ap 


1237 


32. 


4 


1. 


0 


1119 


4 


us- 


09- 


902 


-540-2952 


Sequence 


2952, Ap 


1238 


32. 


4 


1. 


0 


1304 


4 


us- 


09- 


902 


-540-2596 


Sequence 


2596, Ap 


1239 


32. 


4 


1. 


0 


1320 


4 


us- 


09- 


902 


-540-7483 


Sequence 


7483, Ap 


1240 


32. 


4 


1. 


0 


1488 


4 


us- 


09- 


902 


-540-4238 


Sequence 


4238, Ap 


C1241 


32. 


4 


1. 


0 


1581 


4 


us- 


09- 


252 


-991A-12190 


Sequence 


12190, A 


cl242 


32. 


4 


1. 


0 


1620 


4 


us- 


09- 


252 


-991A-12255 


Sequence 


12255, A 


1243 


32. 


4 


1. 


0 


1626 


4 


us- 


09- 


252 


-991A-3266 


Sequence 


3266, Ap 


1244 


32. 


4 


1. 


0 


1701 


4 


us- 


09- 


252 


-991A-8109 


Sequence 


8109, Ap 


1245 


32. 


4 


1. 


0 


1776 


4 


us- 


09- 


902 


-540-6344 


Sequence 


6344, Ap 


C1246 


32. 


4 


1. 


0 


1802 


4 


us- 


09- 


949 


-016-1604 


Sequence 


1604, Ap 


1247 


32. 


4 


1. 


0 


1872 


4 


us- 


09- 


252 


-991A-3296 


Sequence 


3296, Ap 


cl248 


32. 


4 


1. 


0 


1920 


4 


us- 


09- 


252 


-991A-9817 


Sequence 


9817, Ap 


cl249 


32. 


4 


1. 


0 


1923 


4 


us- 


09- 


252 


-991A-3380 


Sequence 


3380, Ap 


1250 


32. 


4 


1. 


0 


2034 


4 


us- 


09- 


902 


-540-5490 


Sequence 


5490, Ap 


C1251 


32. 


4 


1. 


0 


2131 


4 


us- 


09- 


976 


-594-441 


Sequence 


441, App 


cl252 


32. 


4 


1. 


0 


2151 


4 


us- 


09- 


902 


-540-9468 


Sequence 


9468, Ap 


1253 


32. 


4 


1. 


0 


2299 


4 


us- 


09- 


475 


-515-81 


Sequence 


81, Appl 


1254 


32. 


4 


1. 


0 


2300 


4 


us- 


09- 


475 


-515-83 


Sequence 


83, Appl 


cl255' 


32. 


4 


1. 


0 


2301 


1 


us- 


08- 


306 


-691B-23 


Sequence 


23, Appl 


cl256 


32. 


4 


1. 


0 


2301 


4 


us- 


09- 


167 


-206-3 


Sequence 


3, Appli 


cl257 


32. 


4 


1. 


0 


2301 


5 


PCT 


•-US93- 


06251-78 


Sequence 


78, Appl 


1258 


32. 


4 


1. 


0 


2305 


4 


us- 


09- 


•475 


-515-80 


Sequence 


80, Appl 


1259 


32. 


4 


1. 


0 


2306 


4 


us- 


09- 


475 


-515-82 


Sequence 


82, Appl 


1260 


32. 


4 


1. 


0 


2312 


4 


us- 


09- 


475 


-515-84 


Sequence 


84, Appl 


C1261 


32. 


4 


1. 


0 


2370 


4 


us- 


09- 


902 


-540-401 


Sequence 


401, App 


C1262 


32. 


4 


1. 


0 


2472 


4 


us- 


09- 


252 


-991A-8197 


Sequence 


8197, Ap 


C1263 


32. 


4 


1. 


0 


2483 


1 


us- 


08- 


464 


-340A-3 


Sequence 


3, Appli 


C1264 


32. 


4 


1. 


0 


2483 


5 


PCT 


'-US94- 


08449A-3 


Sequence 


3, Appli 


cl265 


32. 


4 


1. 


0 


3433 


4 


us- 


09- 


•902 


-540-6810 


Sequence 


6810, Ap 



cl266 


32. 


4 


1. 


0 


3434 


4 


US- 


09- 


902- 


540- 


564 


Sequence 


564, App 


1267 


32. 


4 


1. 


0 


4168 


4 


US- 


09- 


266- 


225E 


>-17 


Sequence 


17, Appl 


1268 


32. 


4 


1. 


0 


4279 


3 


US- 


09- 


041- 


886- 


22 


Sequence 


22, Appl 


1269 


32. 


4 


1. 


0 


4319 


4 


US- 


09- 


475- 


515- 


6 


Sequence 


6, Appli 


1270 


32. 


4 


1. 


0 


4515 


4 


us- 


09- 


252- 


991A-10037 


Sequence 


10037, A 


cl271 


32. 


4 


1. 


0 


4758 


4 


us- 


09- 


774- 


528- 


129 


Sequence 


129 f App 


1272 


32. 


4 


1. 


0 


5590 


3 


us- 


09- 


050- 


159- 


129 


Sequence 


129, App 


cl273 


32. 


4 


1. 


0 


5802 


4 


us- 


09- 


949- 


016- 


13346 


Sequence 


13346, A 


1274 


32. 


4 


1. 


0 


6333 


4 


us- 


09- 


949- 


016- 


15447 


Sequence 


15447, A 


1275 


32. 


4 


1. 


0 


11254 


4 


us- 


09- 


902- 


540- 


1040 


Sequence 


1040, Ap 


1276 


32. 


4 


1. 


0 


14077 


4 


us- 


09- 


902- 


540- 


1109 


Sequence 


1109, Ap 


cl277 


32. 


4 


1. 


0 


14467 


4 


us- 


09- 


902- 


540- 


1058 


Sequence 


1058, Ap 


1278 


32. 


4 


1. 


0 


15756 


4 


us- 


09- 


949- 


016- 


13607 


Sequence 


13607, A 


1279 


32. 


4 


1. 


0 


16442 


3 


us- 


08- 


781- 


891- 


208 


Sequence 


208, App 


1280 


32. 


4 


1. 


0 


16442 


4 


us- 


09- 


618- 


166- 


208 


Sequence 


208, App 


1281 


32. 


4 


1. 


0 


16584 


4 


us- 


09- 


902- 


540- 


1119 


Sequence 


1119, Ap 


C1282 


32. 


4 


1. 


0 


18836 


4 


us- 


09- 


949- 


016- 


12654 


Sequence 


12654, A 


cl283 


32. 


4 


1. 


0 


18838 


4 


us- 


09- 


949- 


016- 


15633 


Sequence 


15633, A 


cl284 


32. 


4 


1. 


0 


23856 


4 


us- 


09- 


949- 


016- 


15732 


Sequence 


15732, A 


1285 


32. 


4 


1. 


0 


24791 


4 


us- 


09- 


902- 


540- 


1211 


Sequence 


1211, Ap 


cl286 


32. 


4 


1. 


0 


25603 


4 


us- 


09- 


819- 


607- 


3 


Sequence 


3, Appli 


1287 


32. 


4 


1. 


0 


25686 


4 


us- 


09- 


902- 


540- 


1246 


Sequence 


1246, Ap 


1288 


32. 


4 


1. 


0 


27555 


4 


us- 


09- 


949- 


016- 


17466 


Sequence 


17466, A 


1289 


32. 


4 


1. 


0 


29165 


4 


us- 


09- 


949- 


016- 


12340 


Sequence 


12340, A 


C1290 


32. 


4 


1. 


0 


32487 


4 


us- 


09- 


949- 


016- 


12950 


Sequence 


12950, A 


1291 


32. 


4 


1. 


0 


33109 


4 


us- 


09- 


949- 


016- 


14301 


Sequence 


14301, A 


1292 


32. 


4 


1. 


0 


33870 


4 


us- 


09- 


949- 


016- 


16306 


Sequence 


16306, A 


cl293 


32. 


4 


1. 


0 


36311 


4 


us- 


09- 


949- 


016- 


13627 


Sequence 


13627, A 


1294 


32. 


4 


1. 


0 


44166 


4 


us- 


09- 


949- 


016- 


15829 


Sequence 


15829, A 


1295 


32. 


4 


1. 


0 


54180 


4 


us- 


09- 


949- 


016- 


14894 


Sequence 


14894, A 


1296 


32. 


4 


1. 


0 


100550 


4 


us- 


09- 


949- 


016- 


11835 


Sequence 


11835, A 


1297 


32. 


4 


1. 


0 


100551 


4 


us- 


09- 


949- 


016- 


16207 


Sequence 


16207, A 


1298 


32. 


4 


1. 


0 


119032 


4 


us- 


09- 


949- 


016- 


12160 


Sequence 


12160, A 


cl299 


32. 


4 


1. 


0 


119032 


4 


us- 


09- 


949- 


016- 


12160 


Sequence 


12160, A 


1300 


32. 


4 


1. 


0 


119032 


4 


us- 


09- 


949- 


016- 


17268 


Sequence 


17268, A 


cl301 


32. 


4 


1. 


0 


119032 


4 


us- 


09- 


949- 


016- 


17268 


Sequence 


17268, A 


1302 


32. 


4 


1. 


0 


211049 


4 


us- 


09- 


949- 


016- 


15770 


Sequence 


15770, A 


1303 


32. 


4 


1. 


0 


225127 


4 


us- 


09- 


949- 


016- 


16480 


Sequence 


16480, A 


C1304 


32. 


4 


1. 


0 


767677 


4 


us- 


09- 


949- 


016- 


12147 


Sequence 


12147, A 


c!305 


32. 


4 


1. 


0 


767677 


4 


us- 


09- 


949- 


016- 


17361 


Sequence 


17361, A 


1306 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


22545 


Sequence 


22545, A 


1307 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


41496 


Sequence 


41496, A 


C1308 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


43068 


Sequence 


43068, A 


C1309 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


43069 


Sequence 


43069, A 


1310 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


67075 


Sequence 


67075, A 


cl311 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


76722 


Sequence 


76722, A 


1312 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


109158 


Sequence 


109158, 


1313 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


109159 


Sequence 


109159, 


1314 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


109160 


Sequence 


109160, 


1315 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


152781 


Sequence 


152781, 


1316 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


152782 


Sequence 


152782, 


C1317 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


166471 


Sequence 


166471, 


C1318 


32. 


2 


1. 


0 


601 


4 


us- 


09- 


949- 


016- 


166472 


Sequence 


166472, 


1319 


32. 


2 


1. 


0 


618 


4 


us- 


09- 


902- 


540- 


4224 


Sequence 


4224, Ap 


C1320 


32. 


2 


1. 


0 


621 


4 


us- 


09- 


252- 


991A-4174 


Sequence 


4174, Ap 


1321 


32. 


2 


1. 


0 


702 


4 


us- 


09- 


252- 


991A-6791 


Sequence 


6791, Ap 


cl322 


32. 


2 


1. 


0 


732 


1 


us- 


08- 


145- 


006C 


.-21 


Sequence 


21, Appl 



C1323 


32 


.2 


1. 


0 


732 


5 


PCI 


'-US94- 


00545-22 


Sequence 


22, Appl 


cl324 


32 


.2 


1. 


0 


738 


4 


us- 


09- 


252 


-991A-14234 


Sequence 


14234, A 


cl325 


32 


.2 


1. 


0 


765 


4 


us- 


09- 


252 


-991A-6948 


Sequence 


6948, Ap 


cl326 


32 


.2 


1. 


0 


774 


4 


us- 


09- 


•902 


-540-2962 


Sequence 


2962, Ap 


1327 


32 


.2 


1. 


0 


1038 


4 


us- 


09- 


252 


-991A-419 


Sequence 


419, App 


1328 


32 


.2 


1. 


0 


1059 


4 


us- 


09- 


■489 


-039A-6329 


Sequence 


6329, Ap 


C1329 


32 


.2 


1. 


0 


1065 


1 


us- 


08- 


-145 


-006C-11 


Sequence 


11, Appl 


cl330 


32 


.2 


1. 


0 


1107 


4 


us- 


09- 


252 


-991A-14146 


Sequence 


14146, A 


1331 


32 


.2 


1. 


0 


1113 


4 


us- 


09- 


902 


-540-6584 


Sequence 


6584, Ap 


1332 


32 


.2 


1. 


0 


1233 


4 


us- 


09- 


252 


-991A-4433 


Sequence 


4433, Ap 


1333 


32 


.2 


1. 


0 


1446 


4 


us- 


09- 


252 


-991A-6746 


Sequence 


6746, Ap 


c!334 


32 


.2 


1. 


0 


1474 


5 


PCT 


'-US94- 


00545-19 


Sequence 


19, Appl 


C1335 


32 


.2 


1. 


0 


1498 


4 


us- 


09- 


919 


-172-100 


Sequence 


100, App 


cl336 


32 


.2 


1. 


0 


1498 


4 


us- 


09- 


976 


-594-468 


Sequence 


468, App 


1337 


32 


.2 


1. 


0 


1521 


4 


us- 


09- 


252 


-991A-13990 


Sequence 


13990, A 


cl338 


32 


.2 


1. 


0 


1557 


4 


us- 


09- 


252 


-991A-422 


Sequence 


422, App 


1339 


32 


.2 


1. 


0 


1584 


4 


us- 


09- 


252 


-991A-383 


Sequence 


383, App 


1340 


32 


.2 


1. 


0 


1680 


4 


us- 


09- 


902 


-540-9561 


Sequence 


9561, Ap 


1341 


32 


.2 


1. 


0 


1740 


4 


us- 


09- 


252 


-991A-6553 


Sequence 


6553, Ap 


cl342 


32 


.2 


1. 


0 


1761 


4 


us- 


09- 


252 


-991A-4120 


Sequence 


4120, Ap 


1343 


32 


.2 


1. 


0 


1800 


4 


us- 


09- 


252 


-991A-4085 


Sequence 


4085, Ap 


1344 


32 


.2 


1. 


0 


1863 


4 


us- 


09- 


252 


-991A-4539 


Sequence 


4539, Ap 


cl345 


32 


.2 


1. 


0 


1931 


4 


us- 


09- 


949 


-016-4419 


Sequence 


4419, Ap 


1346 


32 


.2 


1. 


0 


2172 


4 


us- 


09- 


252 


-991A-1708 


Sequence 


1708, Ap 


1347 


32 


.2 


1. 


0 


2229 


4 


us- 


09- 


902 


-540-4193 


Sequence 


4193, Ap 


cl348 


32 


.2 


1. 


0 


2241 


4 


us- 


09- 


252 


-991A-2016 


Sequence 


2016, Ap 


1349 


32 


.2 


1. 


0 


2247 


4 


us- 


09- 


252 


-991A-1856 


Sequence 


1856, Ap 


cl350 


32 


.2 


1. 


0 


2469 


4 


us- 


09- 


252 


-991A-6519 


Sequence 


6519, Ap 


1351 


32 


.2 


1. 


0 


2561 


4 


us- 


09- 


616 


-289-48 


Sequence 


48, Appl 


1352 


32 


.2 


1. 


0 


2824 


3 


us- 


07- 


757 


-022B-13 


Sequence 


13, Appl 


cl353 


32 


.2 


1. 


0 


2839 


5 


PCT 


-US94- 


07297-38 


Sequence 


38, Appl 


cl354 


32 


.2 


1. 


0 


2847 


4 


us- 


09- 


902 


-540-7588 


Sequence 


7588, Ap 


cl355 


32 


.2 


1. 


0 


2865 


4 


us- 


09- 


252 


-991A-4317 


Sequence 


4317, Ap 


C1356 


32 


.2 


1. 


0 


2986 


4 


us- 


09- 


023 


-655-930 


Sequence 


930, App 


1357 


32 


.2 


1. 


0 


3066 


3 


us- 


07- 


757 


-022B-83 


Sequence 


83, Appl 


1358 


32 


.2 


1. 


0 


3117 


3 


us- 


07- 


757 


-022B-73 


Sequence 


73, Appl 


1359 


32 


.2 


1. 


0 


3147 


2 


us- 


08- 


781 


-802-7 


Sequence 


7, Appli 


1360 


32 


.2 


1. 


0 


3147 


3 


us- 


08- 


694 


-078-7 


Sequence 


7, Appli 


1361 


32 


.2 


1. 


0 


3147 


3 


us- 


09- 


058 


-260-7 


Sequence 


7, Appli 


1362 


32 


.2 


1. 


0 


3148 


3 


us- 


07- 


757 


-022B-57 


Sequence 


57, Appl 


1363 


32 


.2 


1. 


0 


3420 


3 


us- 


07- 


757 


-022B-103 


Sequence 


103, App 


C1364 


32 


.2 


1. 


0 


3478 


1 


us- 


08- 


396 


-479B-1 


Sequence 


1, Appli 


cl365 


32 


.2 


1. 


0 


3478 


1 


us- 


08- 


818 


-823-1 


Sequence 


1, Appli 


cl366 


32 


.2 


1. 


0 


3489 


2 


us- 


08- 


728 


-323A-1 


Sequence 


1, Appli 


C1367 


32 


.2 


1. 


0 


3489 


3 


us- 


09- 


298 


-568-1 


Sequence 


1, Appli 


C1368 


32 


.2 


1. 


0 


3489 


4 


us- 


09- 


410 


-399-1 


Sequence 


1, Appli 


cl369 


32 


.2 


1. 


0 


3489 


4 


us- 


09- 


894 


-273-1 


Sequence 


1, Appli 


cl370 


32 


.2 


1. 


0 


3516 


4 


us- 


09- 


417 


-197-130 


Sequence 


130, App 


cl371 


32 


.2 


1. 


0 


3546 


4 


us- 


09- 


417 


-197-132 


Sequence 


132, App 


1372 


32 


.2 


1. 


0 


3813 


3 


us- 


07- 


757 


-022B-43 


Sequence 


43, Appl 


cl373 


32 


.2 


1. 


0 


3860 


4 


us- 


09- 


902 


-540-494 


Sequence 


494, App 


1374 


32 


.2 


1. 


0 


3936 


3 


us- 


07- 


757 


-022B-41 


Sequence 


41, Appl 


1375 


32 


.2 


1. 


0 


3942 


3 


us- 


07- 


757 


-022B-141 


Sequence 


141, App 


1376 


32 


.2 


1. 


0 


3945 


3 


us- 


07- 


757 


-022B-49 


Sequence 


49, Appl 


1377 


32 


.2 


1. 


0 


3963 


3 


us- 


07- 


757 


-022B-45 


Sequence 


45, Appl 


1378 


32 


.2 


1. 


0 


3963 


3 


us- 


07- 


757 


-022B-59 


Sequence 


59, Appl 


1379 


32 


.2 


1. 


0 


4065 


3 


us- 


07- 


-757 


-022B-47 


Sequence 


47, Appl 



1380 


32 


.2 


1. 


0 


4086 


3 


US- 


07- 


757- 


022B-39 


Sequence 


39 , Appl 


1381 


32 


.2 


1. 


0 


4092 


3 


US- 


07- 


757- 


022B-51 


Sequence 


51 , Appl 


1382 


32 


.2 


1. 


0 


4190 


3 


us- 


08- 


938- 


291A-2 


Sequence 


2, Appli 


1383 


32 


.2 


1. 


0 


4190 


4 


US- 


09- 


589- 


•619-2 


Sequence 


2, Appli 


1384 


32 


.2 


1. 


0 


4215 


3 


US- 


07- 


757- 


022B-61 


Sequence 


61, Appl 


cl385 


32 


.2 


1. 


0 


4237 


1 


US- 


07- 


844- 


298B-1 


Sequence 


1, Appli 


1386 


32 


.2 


1. 


0 


4847 


4 


US- 


10- 


164- 


595-57 


Sequence 


57, Appl 


1387 


32 


.2 


1. 


0 


5008 


3 


us- 


07- 


757- 


022B-1 


Sequence 


1, Appli 


1388 


32 


.2 


1. 


0 


5017 


4 


us- 


09- 


949- 


016-4956 


Sequence 


4956, Ap 


1389 


32 


.2 


1. 


0 


5041 


4 


us- 


09- 


023- 


655-981 


Sequence 


981, App 


1390 


32 


.2 


1. 


0 


5041 


4 


us- 


09- 


298- 


970A-2 


Sequence 


2, Appli 


cl391 


32 


.2 


1. 


0 


7218 


1 


us- 


08- 


232- 


463-14 


Sequence 


14, Appl 


cl392 


32 


.2 


1. 


0 


7266 


4 


us- 


09- 


949- 


016-16428 


Sequence 


16428, A 


cl393 


32 


.2 


1. 


0 


7704 


4 


us- 


09- 


902- 


540-743 


Sequence 


743, App 


cl394 


32 


.2 


1. 


0 


7970 


4 


us- 


09- 


193- 


707-6 


Sequence 


6, Appli 


1395 


32 


.2 


1. 


0 


9208 


4 


us- 


09- 


068- 


506-1 


Sequence 


1, Appli 


cl396 


32 


.2 


1. 


0 


9521 


3 


us- 


08- 


972- 


218-2 


Sequence 


2, Appli 


cl397 


32 


.2 


1. 


0 


9521 


4 


us- 


09- 


193- 


707-2 


Sequence 


2, Appli 


cl398 


32 


.2 


1. 


0 


11703 


1 


us- 


08- 


801- 


263A-8 


Sequence 


8, Appli 


cl399 


32 


.2 


1. 


0 


11703 


3 


us- 


09- 


102- 


248-8 


Sequence 


8, Appli 


cl400 


32 


.2 


1. 


0 


11703 


4 


us- 


09- 


367- 


764-8 


Sequence 


8, Appli 


cl401 


32 


.2 


1. 


0 


11740 


3 


us- 


09- 


415- 


784-103 


Sequence 


103, App 


cl402 


32 


.2 


1. 


0 


11740 


3 


us- 


09- 


415- 


785A-103 


Sequence 


103, App 


cl403 


32 


.2 


1. 


0 


11740 


3 


us- 


08- 


944- 


465-103 


Sequence 


103, App 


cl404 


32 


.2 


1. 


0 


11740 


3 


us- 


09- 


415- 


868-103 


Sequence 


103, App 


cl405 


32 


.2 


1. 


0 


11740 


3 


us- 


09- 


415- 


900-103 


Sequence 


103, App 


cl406 


32 


.2 


1. 


0 


11740 


4 


us- 


09- 


507- 


362-103 


Sequence 


103, App 


1407 


32 


.2 


1. 


0 


13863 


4 


us- 


09- 


814- 


915A-83 


Sequence 


83, Appl 


cl408 


32 


.2 


1. 


0 


13905 


3 


us- 


08- 


972- 


218-1 


Sequence 


1, Appli 


cl409 


32 


.2 


1. 


0 


13905 


4 


us- 


09- 


193- 


707-1 


Sequence 


1, Appli 


cl410 


32 


.2 


1. 


0 


14862 


4 


us- 


09- 


949- 


016-14789 


Sequence 


14789, A 


1411 


32 


.2 


1. 


0 


14967 


4 


us- 


09- 


949- 


016-15448 


Sequence 


15448, A 


C1412 


32 


.2 


1. 


0 


15172 


4 


us- 


09- 


902- 


540-1086 


Sequence 


1086, Ap 


C1413 


32 


.2 


1. 


0 


15500 


3 


us- 


09- 


080- 


983-1 


Sequence 


1, Appli 


1414 


32 


.2 


1. 


0 


16344 


4 


us- 


09- 


949- 


016-16034 


Sequence 


16034, A 


cl415 


32 


.2 


1. 


0 


16387 


4 


us- 


09- 


902- 


540-1156 


Sequence 


1156, Ap 


cl416 


32 


.2 


1. 


0 


16656 


1 


us- 


08- 


741- 


881-1 


Sequence 


1, Appli 


cl417 


32 


.2 


1- 


0 


16656 


1 


us- 


08- 


739- 


158-1 


Sequence 


1, Appli 


cl418 


32 


.2 


1. 


0 


16656 


2 


us- 


08- 


739- 


167-1 


Sequence 


1, Appli 


C1419 


32 


.2 


1. 


0 


16656 


3 


us- 


08- 


404- 


796-1 


Sequence 


1, Appli 


C1420 


32 


.2 


1. 


0 


16656 


3 


us- 


08- 


931- 


869-1 


Sequence 


1, Appli 


cl421 


32 


.2 


1. 


0 


16656 


3 


us- 


09- 


350- 


399-1 


Sequence 


1, Appli 


cl422 


32 


.2 


1. 


0 


16656 


3 


us- 


09- 


236- 


140A-1 


Sequence 


1, Appli 


cl423 


32 


• 2 


1. 


0 


16924 


4 


us- 


09- 


949- 


016-13720 


Sequence 


13720, A 


1424 


32 


.2 


1. 


0 


19979 


4 


us- 


09- 


949- 


016-12309 


Sequence 


12309, A 


1425 


32 


.2 


1. 


0 


19980 


4 


us- 


09- 


949- 


016-13533 


Sequence 


13533, A 


cl426 


32 


.2 


1. 


0 


21330 


4 


us- 


09- 


902- 


540-1209 


Sequence 


1209, Ap 


1427 


32 


.2 


1. 


0 


21707 


4 


us- 


09- 


949- 


016-16698 


Sequence 


16698, A 


1428 


32 


.2 


1. 


0 


23704 


4 


us- 


09- 


949- 


016-12104 


Sequence 


12104, A 


1429 


32 


.2 


1. 


0 


23704 


4 


us- 


09- 


949- 


016-15312 


Sequence 


15312, A 


1430 


32 


.2 


1. 


0 


25973 


4 


us- 


09- 


949- 


016-14140 


Sequence 


14140, A 


C1431 


32 


.2 


1. 


0 


28509 


4 


us- 


09- 


902- 


540-1240 


Sequence 


1240, Ap 


1432 


32 


.2 


1. 


0 


30755 


4 


us- 


09- 


949- 


016-16497 


Sequence 


16497, A 


1433 


32 


.2 


1. 


0 


32207 


2 


us- 


08- 


770- 


379-20 


Sequence 


20, Appl 


1434 


32 


.2 


1. 


0 


32207 


3 


us- 


08- 


757- 


669A-20 


Sequence 


20, Appl 


1435 


32 


.2 


1. 


0 


32207 


3 


us- 


09- 


230- 


371A-20 


Sequence 


20, Appl 


cl436 


32 


.2 


1. 


0 


69834 


4 


us- 


09- 


949- 


016-11959 


Sequence 


11959, A 



C1437 


32.2 


1. 


0 


69834 


4 


us- 


09- 


949- 


016-12925 


Sequence 


12925, A 


C1438 


32.2 


1. 


0 


72742 


4 


US- 


09- 


949- 


016-16161 


Sequence 


16161, A 


cl439 


32.2 


1. 


0 


101558 


4 


us- 


09- 


949- 


016-12243 


Sequence 


12243, A 


1440 


32.2 


1. 


0 


119801 


4 


us- 


09- 


949- 


016-13453 


Sequence 


13453, A 


C1441 


32.2 


1. 


0 


152481 


4 


us- 


09- 


949- 


016-12521 


Sequence 


12521, A 


C1442 


32.2 


1. 


0 


152798 


4 


us- 


09- 


949- 


016-12775 


Sequence 


12775, A 


C1443 


32.2 


1. 


0 


152822 


4 


us- 


09- 


949- 


016-17518 


Sequence 


17518, A 


C1444 


32.2 


1. 


0 


152822 


4 


us- 


09- 


949- 


016-17519 


Sequence 


17519, A 


C1445 


32.2 


1. 


0 


154600 


4 


us- 


09- 


949- 


016-14757 


Sequence 


14757, A 


1446 


32.2 


1. 


0 


187916 


4 


us- 


09- 


949- 


016-12980 


Sequence 


12980, A 


cl447 


32.2 


1. 


0 


323820 


4 


us- 


09- 


949- 


016-14139 


Sequence 


14139, A 


1448 


32 


1. 


0 


420 


4 


us- 


09- 


252- 


991A-7090 


Sequence 


7090, Ap 


1449 


32 


1. 


0 


484 


4 


us- 


09- 


270- 


767-1056 


Sequence 


1056, Ap 


1450 


32 


1. 


0 


484 


4 


us- 


09- 


270- 


767-16338 


Sequence 


16338, A 


1451 


32 


1. 


0 


489 


4 


us- 


09- 


252- 


991A-15440 


Sequence 


15440, A 


1452 


32 


1. 


0 


552 


4 


us- 


09- 


902- 


540-4927 


Sequence 


4927, Ap 


1453 


32 


1. 


0 


600 


4 


us- 


09- 


252- 


991A-9052 


Sequence 


9052, Ap 


cl454 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-28496 


Sequence 


28496, A 


1455 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-28715 


Sequence 


28715, A 


1456 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-28716 


Sequence 


28716, A 


cl457 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-48721 


Sequence 


48721, A 


C1458 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-58398 


Sequence 


58398, A 


cl459 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-58399 


Sequence 


58399, A 


1460 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-70380 


Sequence 


70380, A 


1461 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-77709 


Sequence 


77709, A 


1462 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-77710 


Sequence 


77710, A 


C1463 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-85113 


Sequence 


85113, A 


C1464 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-85264 


Sequence 


85264, A 


cl465 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-125334 


Sequence 


125334, 


C1466 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-139410 


Sequence 


139410, 


1467 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


016-168357 


Sequence 


168357, 


cl468 


32 


1. 


0 


601 


4 


us- 


09- 


949- 


001-759 


Sequence 


759, App 


1469 


32 


1. 


0 


630 


4 


us- 


09- 


252- 


991A-953 


Sequence 


953, App 


1470 


32 


1. 


0 


687 


4 


us- 


09- 


902- 


540-6577 


Sequence 


6577, Ap 


C1471 


32 


1. 


0 


111 


4 


us- 


09- 


252- 


991A-1127 


Sequence 


1127, Ap 


cl472 


32 


1. 


0 


834 


4 


us- 


09- 


252- 


991A-15248 


Sequence 


15248, A 


1473 


32 


1. 


0 


876 


3 


us- 


09- 


149- 


476-315 


Sequence 


315, App 


1474 


32 


1. 


0 


915 


4 


us- 


09- 


252- 


991A-9133 


Sequence 


9133, Ap 


1475 


32 


1. 


0 


948 


4 


us- 


09- 


252- 


991A-9121 


Sequence 


9121, Ap 


1476 


32 


1. 


0 


951 


4 


us- 


09- 


902- 


540-7965 


Sequence 


7965, Ap 


1477 


32 


1. 


0 


958 


4 


us- 


09- 


949- 


016-2799 


Sequence 


2799, Ap 


1478 


32 


1. 


0 


958 


4 


us- 


09- 


949- 


016-2800 


Sequence 


2800, Ap 


C1479 


32 


1. 


0 


993 


4 


us- 


09- 


252- 


991A-8950 


Sequence 


8950, Ap 


1480 


32 


1. 


0 


1017 


4 


us- 


09- 


489- 


039A-4439 


Sequence 


4439, Ap 


cl481 


32 


1. 


0 


1035 


4 


us- 


09- 


902- 


540-8589 


Sequence 


8589, Ap 


cl482 


32 


1. 


0 


1047 


4 


us- 


09- 


270- 


767-10455 


Sequence 


10455, A 


1483 


32 


1. 


0 


1059 


4 


us- 


09- 


•949- 


016-5611 


Sequence 


5611, Ap 


1484 


32 


1. 


0 


1092 


4 


us- 


09- 


902- 


540-3977 


Sequence 


3977, Ap 


1485 


32 


1. 


0 


1119 


4 


us- 


09- 


252- 


991A-15496 


Sequence 


15496, A 


1486 


32 


1. 


0 


1122 


4 


us- 


09- 


902- 


540-8842 


Sequence 


8842, Ap 


cl487 


32 


1. 


0 


1131 


4 


us- 


09- 


252- 


991A-1055 


Sequence 


1055, Ap 


cl488 


32 


1. 


0 


1176 


4 


us- 


09- 


252- 


991A-11771 


Sequence 


11771, A 


1489 


32 


1. 


0 


1203 


4 


us- 


09- 


252- 


991A-10851 


Sequence 


10851, A 


C1490 


32 


1. 


0 


1332 


4 


us- 


09- 


252- 


991A-15340 


Sequence 


15340, A 


cl491 


32 


1. 


0 


1332 


4 


us- 


09- 


902- 


540-9662 


Sequence 


9662, Ap 


1492 


32 


1. 


0 


1335 


4 


us- 


09- 


252- 


991A-4449 


Sequence 


4449, Ap 


C1493 


32 


1. 


0 


1341 


4 


us- 


•09- 


252- 


991A-10828 


Sequence 


10828, A 



cl494 


32 


1. 


0 


1347 


4 


us- 


09- 


-252- 


-991A-4158 


Sequence 


4158, Ap 


cl495 


32 


1. 


0 


1416 


4 


us- 


09- 


-955- 


-732A-20 


Sequence 


20, Appl 


cl496 


32 


1. 


0 


1434 


4 


us- 


09- 


-252- 


•991A-8967 


Sequence 


8967, Ap 


1497 


32 


1. 


0 


1452 


4 


us- 


•09- 


-252- 


-991A-3387 


Sequence 


3387, Ap 


1498 


32 


1. 


0 


1521 


4 


us- 


09- 


-902- 


-540-7920 


Sequence 


7920, Ap 


1499 


32 


1. 


0 


1545 


4 


us- 


-09- 


-252- 


-991A-11637 


Sequence 


11637, A 


clSOO 


32 


1. 


0 


1557 


4 


us- 


-09- 


-252- 


-991A-7033 


Sequence 


7033, Ap 



ALIGNMENTS 



RESULT 1 

US-09-578-063-17 

Sequence 17, Application US/09578063 
Patent No. 6764677 
GENERAL INFORMATION : 
APPLICANT: McCarthy, Sean A 
APPLICANT: Barnes, Thomas M 
APPLICANT: Fraser, Christopher C 
APPLICANT: Sharp, John D 

TITLE OF INVENTION: NOVEL GENES ENCODING PROTEINS HAVING DIAGNOSTIC, 
TITLE OF INVENTION: PREVENTIVE, THERAPEUTIC, AND OTHER USES 
FILE REFERENCE: 210147 . 0023/ 6U1 
CURRENT APPLICATION NUMBER: US/09/578, 063 
CURRENT FILING DATE: 2000-05-24 
PRIOR APPLICATION NUMBER: US 09/333,159 
PRIOR FILING DATE: 1999-06-14 
NUMBER OF SEQ ID NOS : 79 
SOFTWARE: Patent In Ver. 2.1 
SEQ ID NO 17 
LENGTH: 3104 
TYPE: DNA 

ORGANISM: Homo sapiens 
US-09-578-063-17 

Query Match 96.7%; Score 3040.8; DB 4; Length 3104; 

Best Local Similarity 99.9%; Pred. No. 0; 

Matches 3053; Conservative 0; Mismatches 2; Indels 1; Gaps 1; 

Qy 89 CAGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGG 14 8 

I I I I I II I I I I I I I I I I II I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I M 

Db 16 CGGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGG 75 

Qy 149 CCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGG 208 

II I I I I I I I I I I I I II I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 76 CCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGG 135 

Qy 209 GCAGGGGCCCAT GCCCAGGGT CAGATACT AT GCAGGGGATGAACGT AGGGCACTT AGCTT 268 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I 
Db 136 GCAGGGGCC CAT GCCCAGGGT CAGATACTAT GCAGGGGAT GAACGTAGGGC ACT T AGCT T 195 

Qy 269 CTT CCACCAGAAGGGCCTCCAGGATTTT GACACT CT GCT C CT GAGT GGT GAT GGAAAT AC 328 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 196 CTT CCACCAGAAGGGCCTCCAGGATTTT GACACT CT GCT CCT GAGT GGT GAT GGAAAT AC 255 

Qy 329 TCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTTGGATATCCAGGATCCAGGGGTCCC 388 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 256 TCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTTGGATATCCAGGATCCAGGGGTCCC 315 

Qy 389 CAGGCT AAAGAAC AT GAT AC CGTGGCCAGCCAGT GACAGAAAAAAGAGT GAAT GT GC CT T 448 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I II I I II I I I I I I I I I I I 
Db 316 CAGGCTAAAGAACAT GATACCGTGGCCAGCCAGT GACAGAAAAAAGAGT GAAT GT GCCTT 375 

Qy 449 TAAGAAGAAGAGC AAT GAGACACAGT GT T T CAACTT CAT CC GT GT C CT GGTT T CT T ACAA 508 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I 
Db 376 TAAGAAGAAGAGCAATGAGACACAGTGTTT CAACTTCAT CCGTGT CCT GGTTTCTTACAA 435 

Qy 509 TGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGA 568 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 436 TGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGA 495 

Qy 569 ACTT CAAGATT CCTACCT GTT GCCCAT CT CGGAG GACAAGGT CAT GGAGGGAAAAGGC C A 628 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 4 96 ACTT CAAGATT CCT AC CT GT T GCCCAT CT CGGAGGACAAGGT CAT GGAGGGAAAAGGCC A 555 

Qy 629 AAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTC 688 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 
Db 556 AAGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTC 615 

Qy 689 TGGTACTATGAACAACTTCCTGGGCAGTGAGCCCATCCTGATGCGCACACTGGGATCCCA 74 8 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 616 T GGT ACT AT GAACAACT T CCT GGGCAGTGAGCCC AT C CT GAT GC GC AC ACT GGGAT C C CA 675 

Qy 749 GCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGC 8 08 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I 

Db 676 GCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGC 735 

Qy 809 AGC CAT CC CT T CGACC CAGGTC GT CT ACTT CTT CT T C GAGGAGACAGC C AGC GAGT T T GA 868 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 736 AGCCAT C C CT T CGAC CC AGGT CGT CT ACTT CTT CT T C GAGGAGAC AG C C AG C GAGT T T GA 795 

Qy 869 CTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGG 92 8 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 796 CTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGG 855 

Qy 929 CGAAAAGCTGCTGCAGAAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCA 988 

I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 
Db 856 CGAAAAGCTGCTGCAGAAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCA 915 

Qy 989 GCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCC 104 8 

I I I I I I I I I I I I I II I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 916 GCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCC 975 

Qy 1049 CACAGCTC CCCACATCTACGCAGTCTTCAC CT C C CAGT GGCAGGT T GGC GGGACCAGGAG 1108 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I 
Db 976 CACAGCTCCCCACATCT ACGCAGT CTT CACCT CCC AGT GGCAGGTT GGC GGGACCAGGAG 1035 

Qy 1109 CTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACGTGTCTTTAAGGGGAAATACAA 1168 

I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I 
Db 1036 CTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACGTGTCTTTAAGGGGAAATACAA 1095 



Qy 1169 AGAGTT GAACAAAGAAACTT CACGCTGGACTACTT AT AGGGGC C CT GAGAC CAAC C CCC G 1228 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 



Db 1096 AGAGT TGAACAAAGAAACTTCACGCTGGACT ACT T AT AGGGGC C CT GAGACCAAC C C CC G 1155 

Qy 1229 GC CAGGCAGTT GCT CAGT GGGC CC CTCCTCT GATAAGGC C CT GACCT T CAT GAAGGACCA 1288 

I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I M I 

Db 1156 GCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAAGGCCCTGACCTTCATGAAGGACCA 1215 

Qy 1289 TTTCCTGATGGATGAGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTA 1348 

I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1216 TTTCCTGATGGATGAGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTA 1275 

Qy 1349 TACACGGCTTGCAGTGGAGACAGCCCAGGGCCTTGAT GGGC AC AGC CAT CTT GT CATGTA 1408 

I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 

Db 1276 T ACACGGCTT GCAGT GGAGACAGCCCAGGGC CT T GAT GGGC AC AGC CAT CTT GT CAT GT A 1335 

Qy 1409 CCTGGGAACCACCACAGGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCA 1468 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1336 CCTGGGAACCACCACAGGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCA 1395 

Qy 1469 TCTGGTGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGC 1528 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 

Db 1396 TCTGGTGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGC 1455 

Qy 1529 CCC CAC CCAGGGT GCAGT GTTT GT AGGCTT CTCAGGAGGT GT CT GGAGG GT GC C C C GAGC 1588 

I I I I I I I I! I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 

Db 1456 CCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGC 1515 

Qy 1589 CAACTGTAGT GT CTAT GAGAGCT GT GT GGACTGT GT C CTT GC C CGGGAC CCC C ACT GT GC 1648 

I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 

Db 1516 CAACT GTAGT GT CTAT GAGAGCT GT GT GGACTGT GT C CTT G C C C GGGAC CCC CACT GT GC 1575 

Qy 1649 CTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAA 1708 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I 

Db 1576 CTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAA 1635 

Qy 1709 GCAGGACAT GGAGC GGGGGAACCCAGAGTGGGC ATGT GCCAGT GGCC C CAT GAGC AGGAG 1768 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1636 GCAGGACAT GGAGC GGGGGAACC CAGAGTGGGC AT GT GCCAGT GGC C CCAT GAGCAGGAG 1695 

Qy 1769 CCTTCGGCCTCAGAGCCGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCAT 1828 

I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1696 CCTTCGGCCTCAGAGCCGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCAT 1755 

Qy 1829 CCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCC 1888 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 

Db 1756 CCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCC 1815 

Qy 1889 AGCAGCAGT CCCAGAAGCCTCTTC CACTGT CTACAAT GGCTC C CT CTT GCTGAT AGTGC A 1948 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1816 AGCAGCAGT CCCAGAAGCCTCTTCCACTGT CTACAAT GGCT C C CT CTT GCTGAT AGT GC A 1875 

Qy 1949 GGATGGAGTT GGGGGT CTCTACCAGTGCTGGGCAACTGAGAAT GGCTTTT CAT AC C CT GT 2008 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I 

Db 1876 GGATGGAGTTGGGGGTCTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGT 1935 

Qy 2009 GAT CTCCTACTGGGTGGACAGCCAGGACCAGACCCT GGCC CTGGATCCTGAACTGGCAGG 2068 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I II I I I I M I I I 

Db 1936 GATCTCCT ACT GGGT GGACAGC CAGGACCAGAC C CT GGC C CT GGAT CCT GAACT GGCAGG 1995 



Qy 2069 CATCCCCCGGGAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGC 2128 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1996 CATCCCCCGGGAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGC 2055 

Qy 2129 TGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCT 2188 

I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2056 TGCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCT 2115 

Qy 2189 TTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAA 2248 

I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2116 TTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAA 2175 

Qy 2249 GGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACA 2308 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I 
Db 2176 GGTT CAGGGCT GT GAGACCCT GCGC CCT GGGGAGAAGGC C C C GTTAAGCAGAGAGCAACA 2235 

Qy 2309 CCTCCAGT CT C C CAAGGAATGC AGGAC CTCT GC CAGT GAT GT G GACGCT GACAACAACT G 2368 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 
Db 2236 C CTCC AGT CTC C CAAGGAATGCAGGAC CTCT GCCAGT GAT GT GGAC GCT GACAACAACT G 2295 

Qy 2369 CCTAGGCACTGAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTG 2428 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2296 CCTAGGCACTGAGGTAGCTTAAACTCTAGGCACAGGCCGGGGCTGCGGTGCAGGCACCTG 2355 

Qy 2429 GC CATGCT GGCTGGGC GGCCCAAGCAC AGCC CT GACT AGGAT GACAGC AGC ACAAAAGAC 24 88 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2356 GC CAT GCT GGCT GGGC GGCCCAAGCACAGCC CT GACT AGGAT GACAGC AGCACAAAAGAC 2415 

Qy 2489 CAC CTTT CT CC CCT GAGAGGAGCTT CT GCT ACT CT GCAT CACT GAT GACACTCAGCAGGG 2548 

I I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2416 CAC CTTT CT CC C CT GAGAGGAGCTT CT GCT ACT CT GCAT CACT GAT GACACTCAGCAGGG 24 75 

Qy 254 9 T GAT GCACAGCAGT CT GCCTCC CCT AT GGGACT C C CT T CT AC CAAGCAC AT GAGCT CTCT 2608 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I I 
Db 2476 T GAT GCACAGCAGT CT GCCTCCCCT AT GGGACT C C CTT CT AC CAAGCACAT GAGCT CTCT 2535 

Qy 2609 AACAGGGTGGGGGCT ACC C CCAGACCT GCTC CT ACACT GAT ATT GAAGAACCT GGAGAGG 2668 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2536 AACAGGGT GGGGGCTACCCCCAGACCT GCT C CT ACACT GAT ATT GAAGAAC CT GGAGAGG 2595 

Qy 2669 ATCCTTCAGTTCTGGCCATTCCAGGGACCCTCCAGAAACACAGTGTTTCAAGAGACCCT- 2727 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I III 
Db 2596 ATCCTTCAGTTCT GGCCAT TCCAGGGACCCT CCAGAAAC ACAGT GTT T CAAGAGAT CCT A 2655 

Qy 272 8 AAAAAACCTGCCTGTCCCAGGACCCTATGGTAAT GAACACCAAACAT CTAAACAATCATA 2787 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2656 AAAAAACCTGCCT GT CCCAGGACCCTATGGTAAT GAACACCAAACAT CTAAACAATCATA 2715 

Qy 2788 T GCTAACAT GCCACT CCT GGAAACT CCACT CT GAAGCT GC C GCTT T GGAC ACCAACACT C 2847 

I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 

Db 2716 T GCTAACAT GC CACTC CT GGAAACT CCACT CTGAAGCT GC CGCTTT GGAC ACCAACACT C 2775 

Qy 2848 CCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACC 2907 

II I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2776 CCTTCTCCCAGGGTCATGCAGGGATCTGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACC 2835 



Qy 2908 GCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGG 2967 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I 
Db 2836 GCTGACTCCCAGGAAGTCTTTCCTGAAGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGG 2895 

Qy 2968 CAGACTCTGATCCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTC 3027 

I I I I I I I I I I I I I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I 
Db 2896 CAGACTCTGATCCCTTCTGCCCTGGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTC 2955 

Qy 3028 CTTTACCCTAGCTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAG 3087 

I II II I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 
Db 2956 CTTTACCCTAGCTGACCCCTTCACCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAG 3015 

Qy 3088 AAAACT GCTT GT CAGAGACTGTTTATTTTT TATTAAAAAT ATAAGGCT TAAAAAAA 3143 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 3016 AA7\ACT GCTT GTCAGAGACTGTTTATTTTTTATTAAAAAT ATAAGGCT TAAAAAAA 3071 



RESULT 2 

US-09-578-063-18 

Sequence 18, Application US/09578063 
Patent No. 6764677 
GENERAL INFORMATION: 
APPLICANT: McCarthy, Sean A 
APPLICANT: Barnes, Thomas M 
APPLICANT: Fraser, Christopher C 
APPLICANT: Sharp, John D 

TITLE OF INVENTION: NOVEL GENES ENCODING PROTEINS HAVING DIAGNOSTIC, 
TITLE OF INVENTION: PREVENTIVE, THERAPEUTIC, AND OTHER USES 
FILE REFERENCE: 210147 . 0023/6U1 
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PRIOR FILING DATE: 1999-06-14 
NUMBER OF SEQ ID NOS: 79 
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SEQ ID NO 18 
LENGTH: 2283 
TYPE: DNA 

ORGANISM: Homo sapiens 
US-09-578-063-18 

Query Match 72.6%; Score 2283; DB 4; Length 2283; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 22 83; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 105 ATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAA 164 

I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I 

Db 1 ATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAA 60 

Qy 165 CTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCC 224 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I II I I I I I I I II I I 

Db 61 CTGCTTCAGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCC 120 



Qy 225 AGGGT CAGAT ACTAT GCAGGGGAT GAACGT AGGGC ACTT AGCTT CTT C C AC CAGAAGGGC 284 

I II I I I I I II I I II I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 
Db 121 AGGGT CAGAT ACTATGCAGGGGAT GAAC GTAGGGCACTT AGCTT CTT C CAC CAGAAGGGC 180 



285 CTCCAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCT 344 

I I I I I I I I I I I I II I I I I I I I 1 I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I 

181 CTCCAGGATTTTGACACTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCT 240 

345 CGAGAAGCCATT CT GGCCTT GGAT AT C CAGGATC C AGGGGT C CC CAGGCTAAAGAAC AT G 404 

I I I I II I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II II I I I I I 

241 CGAGAAGCCATT CT GGCCTT GGAT AT C CAGGATC C AGGGGT C CC CAGGCTAAAGAAC AT G 300 

405 AT AC C GT GGCCAGC CAGTGACAGAAAAAAGAGTGAAT GT GC CTT T AAGAAGAAGAGCAAT 4 64 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

301 ATACCGT GGCCAGCCAGTGACAGAAAAAAGAGTGAAT GTGCCTTTAAGAAGAAGAGCAAT 360 

465 GAGACACAGTGTT T CAACTT CATCC GTGT C CT GGTTT CTT ACAAT GT CAC C CAT CT CT AC 524 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

361 GAGACACAGT GTTT CAACTT CATCC GTGT C CT GGTTT CTT ACAAT GT CAC C CAT CT CTAC 420 

525 ACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTAC 584 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II II I I I I I I I I I I I I I I I I I I I 

421 ACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTAC 4 80 

585 CT GTT GC CCATCT C GGAGGACAAGGT CAT GGAGGGAAAAGGC CAAAGCC C CTTT GACCC C 644 

I I I I I I I II I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

481 CT GTT GC C CATCT CGGAGGACAAGGT CAT GGAGGGAAAAGGC CAAAGCC C CTTT GAC CC C 540 

645 GCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAAC 7 04 

I I I I I II I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

541 GCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAAC 600 

705 TT C CT GGGC AGT GAGC C CAT C CT GAT GCGC AC ACT GGGAT C C C AGC CT GT C CT C AAGAC C 7 64 

I I I I I I I I I I I I I I II I I I II I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I I I I I I 

601 TT C CT GGGCAGT GAGC C CAT C CTGAT GCGCAC ACT GGGAT C C C AGCCTGT C CT CAAGAC C 660 

765 GACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACC 824 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 

661 GACAACTTCCTC CGCTGGCT GCAT CAT GAC GC CT C CT TT GT GGC AGC CAT C CCT T C GAC C 720 

825 CAGGTCGTCTACTT CTT CTTCGAGGAGACAGCCAGCGAGTTTGACTT CTTT GAGAGGCTC 884 

I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

721 CAGGT CGTCTACTT CTT CTT CGAGGAGAC AGCCAGC GAGT TT GACTT CTT T GAGAGGCT C 780 

885 CACACAT C GC GGGTGGCTAGAGT CTGCAAGAAT GAC GTGGGC GGC GAAAAGCTGCT GCAG 944 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I 

781 CACACAT CGC GGGT GGCT AGAGTCTGCAAGAAT GAC GTGGG C GGC GAAAAGCT GCT G CAG 840 

945 AAGAAGT GGACCAC CTT CCT GAAGGCCCAGCT GCT CT GCAC C CAGC C GGGGC AGCT GCC C 1004 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

841 AAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCC 900 

1005 TTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATC 1064 
I I I I I I I I I II I I I I I I I I I I I II I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I 

901 TTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATC 960 

1065 TACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1124 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

961 TACGCAGTCTTCACCTCCCAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCC 1020 

1125 TT CT CT CTCTTGGACATTGAACGT GTCTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAA 1184 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 1021 TT CT CT CT CTT GGACAT T GAAC GT GTCTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAA 1080 

Qy 1185 ACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCA 1244 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1081 ACTTCACGCTGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCA 114 0 

Qy 1245 GT GGGCCC CT CCT CT GATAAGGCC CTGACCT TCATGAAGGAC CAT TT C CT GAT GGAT GAG 1304 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1141 GT GGGC CC CT C CT CT GATAAGGCC CTGACCTT CAT GAAGGAC CAT T T CCT GAT GGAT GAG 1200 

Qy 1305 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1364 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 
Db 1201 CAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTG 1260 

Qy 1365 GAGACAGCCC AGGGCCT TGATGGGCAC AGC CAT CTT GT CAT GT ACCT GGGAAC C AC C AC A 1424 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1261 GAGACAGC C C AGGGC CT T GAT GGGCACAGC CAT CTT GT CAT GT ACCT GGGAAC C AC CAC A 1320 

Qy 1425 GGGT CGCT C CACAAGGCTGTGGTAAGT GGGGACAGC AGT GCT C AT CT GGT GGAAGAGAT T 1484 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I 
Db 1321 GGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATT 138 0 

Qy 1485 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 1544 

I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1381 CAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCA 1440 

Qy 1545 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1604 

I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1441 GTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTAT 1500 

Qy 1605 GAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCC 1664 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1501 GAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCC 1560 

Qy 1665 CGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGG 1724 

I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I 
Db 1561 CGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGG 1620 

Qy 1725 GGGAAC C CAGAGT GGGCAT GT GCCAGTGGCC CCAT GAGCAGGAGC CT T CGGCCT C AGAGC 1784 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1621 GGGAAC CCAGAGT GGGCAT GTGCCAGT GGCCCC AT GAGCAGGAGC CT TCGGC CT C AGAGC 1680 

Qy 1785 CGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGC 1844 

I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I II I I 
Db 1681 CGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGC 1740 

Qy 1845 CCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAA 1904 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I I 
Db 1741 CCCCACCTGTCAGCCTTGGCCTCTTATTATTGGAGTCATGGCCCAGCAGCAGTCCCAGAA 1800 

Qy 1905 GCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGT 1964 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I 
Db 1801 GCCTCTTCCACTGTCTACAATGGCTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGT 1860 

Qy 1965 CTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTG 2024 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 



Db 1861 CTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTG 1920 

Qy 2025 GACAGC CAGGAC CAGACCCT GGC CCTGGATC CT GAACT GGCAG GCAT C C CC C GGGAGCAT 2084 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I I I I I I 
Db 1921 GACAGCCAGGACCAGACCCTGGCCCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCAT 1980 

Qy 2085 GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 2144 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 
Db 1981 GTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTAC 2040 

Qy 2145 TGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATC 2204 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2041 TGGCCCCACTTTGTCACTGTCACTGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATC 2100 

Qy 2205 ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 2264 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2101 ATCCTCGTGGCCTCCCCATTGAGAGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAG 2160 

Qy 2265 ACC CT GC GC CCT GGGGAGAAGGC C CCGTTAAGC AGAGAGCAACAC CT C CAGT CT C CCAAG 2324 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2161 ACC CTGCGCCCTGGGGAGAAGGCCCCGTTAAGCAGAGAGCAACACCTC CAGT CTC CCAAG 2220 

Qy 2325 GAATGCAGGACCT CTGCCAGT GAT GTGGACGCT GACAACAACT GCCT AGGC ACT GAGGT A 2384 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2221 GAAT GCAGGACCT CTGCCAGT GAT GT GGACGCT GACAACAACT GCCT AGGC ACT GAGGT A 2280 

Qy 2385 GCT 2387 

I II 

Db 2281 GCT 2283 
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US-09-578-063-71 



Query Match 55.0%; Score 1727.6; DB 4; Length 3046; 

Best Local Similarity 76.0%; Pred. No. 0; 



Matches 2338; Conservative 0; Mismatches 644; Indels 94; Gaps 13; 



Qy 69 GCTCCAGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTG 128 

III II I I I I I I I I I III I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 30 GCTGGGGAACCATCTGGTGACCATCTCAGGCTGACCATGGCCCTACCATCCCTGGGCCAG 89 

Qy 129 GACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACG 188 

I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I III 

Db 90 GACTCATGGAGTCTCCTGCGTGTTTTTTTCTTCCAACTCTTCCTGCTGCCATCACTGCCA 14 9 

Qy 189 ACGACC GCGGGGGGAGGCGGGCAGGGGCC CAT GCC C AGGGT CAGAT ACT AT GC AGGGGAT 248 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 

Db 150 CCT GCTT CT GGGACT GGTGGT CAGGGGCC CAT GC C C AGAGT CAAAT AC C AT GCT GGAGAC 209 

Qy 249 GAAC GT AGGGCACTT AGCTT CT T C CACC AGAAGGGCCT CCAGGATTTT GACACT CT GCT C 308 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 210 GGGCACAGGGCCCTCAGCTTCTTCCAACAAAAAGGCCTCCGAGACTTTGACACGCTGCTC 269 

Qy 309 CTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTTGGAT 368 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I II 

Db 270 CTGAGTGAC GAT GGCAACACT CTCT AT GT GGGGGCTCGAGAGACC GT C CT GGC CTT GAAT 329 

Qy 369 AT CCAGGAT CCAGGGGT CCCCAGGCT AAAGAACAT GAT AC C GT GGC C AGC CAGT GACAGA 428 

I I I I II I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 330 AT C CAGAACCCAGGAAT CCCAAGGCTAAAGAACAT GAT AC C CT GGC C AG C CAGT GAGAGA 389 

Qy 429 AAAAAGAGT GAAT GT GCCTTTAAGAAGAAGAGCAATGAGAC ACAGT GTT T CAACT T CAT C 488 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 390 AAAAAGACCGAAT GT GC CTTT AAGAAGAAGAGCAAT GAGAC ACAGT GTTT CAACT T CATT 44 9 

Qy 489 CGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGC 54 8 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 450 CGAGTCCTGGTCTCTTACAATGCTACTCACCTCTATGCCTGTGGGACCTTTGCCTTCAGC 509 

Qy 549 CCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTGTTGCCCATCTCGGAGGACAAG 608 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 510 CCT GCCT GT ACCT T CATT GAACTC CAAGATTCC CT CCT GT T GCCCAT CTT GAT AGACAAG 569 

Qy 609 GTCATGGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATAC-GGCTGTCTT 667 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 570 GTCAT GGAC GGGAAGGGCCAAAG- CC CT T T GACC CT GTTC ACAAGCACACAAGCT GT CT T 628 

Qy 668 GGT GGAT GGGATGCT CT ATT CT GGT ACTAT GAACAACT TC CT GGGC AGT GAGC C CAT CCT 727 

III I II I I I I I I I I I I I I I II II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 629 GGT CGAT GGGATGCTTT ATTC CGGCACCAT GAACAACTT C CT GGGC AGCGAGC CC AT CCT 688 

Qy 728 GATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGCTGCA 787 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 689 GAT GCGGACACT GGGAT CC C AT CCT GTT CT CAAGACT GACAT CTT CTT AC GCT GGCTGCA 74 8 

Qy 788 TCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGA 847 

II I I I I I I I I II I I I I I I I I I II II I I I I I I I I I I I I I I I I I I I I I I II 

Db 749 CGCGGATGCCTCCTTCGTGGCAGCCATTCCATCCACCCAGGTCGTCTATTTCTTCTTTGA 808 

Qy 848 GGAGACAGC CAGCGAGTTT GACTT CTTT GAGAGGCT CCAC AC ATC GC GGGT GG CT AGAGT 907 

I I I I I I I II I II I I I I I I I I I M I I I I I I I IN I I I I I I I I I I I I I Ml 

Db 809 GGAGACAGCCAGCGAGTTTGACTTCTTTGAAGAGCTGTATATATCCAGGGTGGCTCAAGT 868 



Qy 
Db 



908 CT GCAAGAAT GACGT GGGC GGC GAAAAGCT GCT G CAGAAGAAGT GGAC C AC CTT C CT GAA 967 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 
869 CT GCAAGAAC GAC GT GGGCGGT GAAAAGCT GCT GC AGAAGAAGT G GACC AC CT T C CT CAA 928 



Qy 968 GGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGT 1027 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 929 AGCCCAGTTGCTCTGCGCTCAGCCAGGGCAGCTGCCATTCAACATCATCCGCCACGCGGT 988 

Qy 1028 CCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCCAGTG 1087 

I I I I I I I I I I I I I I I I I I I II I I I III I I I I I I I I I I I I I II I I I I II I I I I I 

Db 989 CCTGCTGCCCGCCGATTCTCCCTCTGTTTCCCGCATCTACGCAGTCTTTACCTCCCAGTG 104 8 

Qy 1088 GCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACG 1147 

I I I I I I I I I I I I I I I II I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1049 GCAGGTTGGCGGGACCAGGAGCTCAGCAGT CTGT GC CTT CTCT CT C AC GGACAT T GAGC G 1108 

Qy 1148 TGT CT TTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTT CAC GCT GGACT ACT T AT AG 1207 

I I I I I I II I I I I I I I I I I III I I I I I I I II II II I I I I I I I I I I I I I I 
Db 1109 AGT CTTTAAAGGGAAGT ACAAGGAGCT GAACAAGGAGAC CT C C C GCT GGAC C ACTT AC C G 1168 

Qy 1208 GGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAAGGC 1267 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 

Db 1169 GGGCTCAGAGGTCAGCCCGAGGCCAGGCAGTTGCTCCATGGGCCCCTCCTCTGACAAAGC 1228 

Qy 1268 CCTGACCTTCATGAAGGACCATTTCCTGATGGATGAGCAAGTGGTGGGGACGCCCCTGCT 1327 

I I II I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I II I I I I I II II I I I I I I I I 
Db 1229 CTT GACCTT CAT GAAGGACCATTTT CT GAT GGAT GAGCAC GT GGT AGGAAC ACC C CT GCT 1288 

Qy 1328 GGT GAAAT CT GGC GT GGAGT AT AC ACGGCT T GCAGT GGAGACAGC C C AGGGCCT T GAT GG 1387 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I 

Db 1289 GGTGAAGTCTGGTGTGGAGTACACACGGCTTGCTGTGGAGTCAGCTCGGGGCCTTGATGG 134 8 

Qy 1388 GCACAGCCAT CTT GT CAT GT AC CT GGGAAC CAC CACAGGGT C GCT C C ACAAGGCT GT G GT 1447 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 
Db 1349 GAGCAGCCATGTGGTCATGTATCTGGGTACCTCCACGGGTCCCCTGCACAAGGCTGTGGT 1408 

Qy 1448 AAGT GGGGACAGCAGT GCT CAT CT GGT GGAAGAGATT C AGCT GTT C C CT GACCCT GAAC C 1507 

I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II 
Db 1409 GCCT CAGGACAGCAGTGCTTAT CT C GT GGAGGAGAT T C AGCT GAGC C CT GACT CT GAGC C 14 68 

Qy 1508 TGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGG 1567 

I I I I I I I I I I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1469 TGTTCGAAACCTGCAGCTGGCCCCCGCCCAGGGTGCAGTGTTTGCAGGCTTCTCTGGAGG 1528 

Qy 1568 TGTCT GGAGGGT GC C CCGAGCCAACTGT AGT GT CT AT GAGAGCT GT GT GGACT GT GT C CT 1627 

I I I I II I II III I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I I I I I II 
Db 1529 CATCTGGAGAGTTCCCAGGGCCAATTGCAGTGTCTACGAGAGCTGTGTGGACTGTGTGCT 1588 

Qy 1628 TGCCCGGGACCCCCACTGT GCCTGGGACCCTGAGTCCCGAACCT GTT GCCT CCTGTCTGC 1687 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II II II I II I I I I I I I I I II 

Db 1589 TGCCAGGGACCCTCACTGTGCCTGGGACCCTGAATCAAGACTCTGCAGCCTTCTGTCTGG 164 8 

Qy 1688 CCCCAACCTGAACTCCTGGAAGCAGGACATGGAGCGGGGGAACCCAGAGTGGGCATGTGC 174 7 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1649 CTCTACC AAGCCT T GGAAGCAGGACAT GGAACGC GGCAACCC GGAGT GGGT AT GCAC 1705 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 
Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 



1748 CAGT GGC C CCAT GAGCAGGAGC CTT CGGC CT CAGAG CC GCC C GCAAAT CAT T AAAGAAGT 1807 

I I I I I II I I I I I I I I I II I I I I I I I I I I I I I I III III I II I I I I I I I I I 
1706 CCGTGGCCCCATGGCCAGGAGCCCCCGGCGTCAGAGCCCCCCTCAACTAATTAAAGAAGT 1765 

1808 CCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTC 1867 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1766 CCTGACAGTCCCCAACTCCATCCTGGAGCTGCGCTGCCCCCACCTGTCAGCACTGGCCTC 1825 

1868 TTATTATT GGAGT CAT GGCCCAGCAGCAGT CC C AGAAGC CT CT T C C AC T GT CT ACAAT GG 1927 

III I I I I I I I I I I I I I I III I II I I I I I I I I I I I I II I I I I I I I I I I I 
1826 TTAC CACT GGAGT CAT GGCCGAGCCAAAAT CT CAGAAGC CT CT G CT AC C GT CT ACAAT G G 1885 

1928 CTCCCT CTT GCTGATAGTGCAGGAT GGAGT T GGGGGT CT CT AC CAGT GCTGGGCAACTGA 1987 

I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I III I I I I I 

18 86 CTCCCTCTTGCTGCTGCCGCAGGATGGTGTCGGGGGCCTCTAC CAGT GTGT GGC GACTGA 1945 

1988 GAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTGGACAGCCAGGACCAGACCCTGGC 2047 

III I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1946 GAAC GGCT ACT CAT AC CCTGTGGT CTCCT ATT GGGT AGACAGC C AGGAC CAGC CCCT GGC 2005 

2048 CCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGACCAGGGT 2107 

I I I I I I I I II I I I I I III I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
2006 GCTGGACCCTGAGCTGGCGGGCGTTCCCCGTGAGCGTGTGCAGGTCCCGCTGACCAGGGT 2065 

2108 CAGT GGTGGGGCC GCC CTGGCTGCCCAGCAGTCCTACTGGCCCCACTTTGT CACT GTCAC 2167 

I I II II II II I I I I I I I I I I I I I I I II I I I I I I I I I I III III M II 
CGGAGGCGGAGCTTCCATGGCTGCCCAGCGGTCCTACTGGCCCCATTTTCTCATCGTTAC 2125 



2066 



2168 



TGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAG 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I 

2126 CGTCCTCCTGGCCATCGTGCTCCTGGGAGTGCTCACTCTCCTCCTCGCTTCCCCACTGGG 



2227 



2185 



2287 



2228 AGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAAGGC 

II II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I III I I I I I I I I I 

2186 GGCGCTGCGGGCTCGGGGTAAGGTTCAGGGCTGTGGGATGCTGCCCCCCAGGGAAAAGGC 2245 

2288 C C C GTTAAGCAGAGAGCAACAC CT C CAGT CT C CCAAGGAAT GCAGGACCT CT GCCAGT GA 2347 

II I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I 
2246 T CCACT GAGCAGGGACC AGCAC CT C CAGC CCT C CAAGGACC ACAGGACCT CT GCCAGT GA 2305 

2348 T GT GGAC GCT GACAACAACT GC CT AGGCACT GAGGT AGCTT AAACT CT AGGC AC AGGCC G 2407 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

CGTAGATGCCGACAACAACCATCTGGGCGCCGAAGT GGCTTAAACAGGGACACAGAT CCG 2365 



2306 



24 08 GGGCT — GCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCTGACT 

III I I I I I I I I I I I I I I I I I I I I I II 
2366 CAGCTGAGCAGAGCAAGCCACT GGCCTT GTT GGCT AT GC 



2465 



2404 



2525 



2466 AGGATGACAGCAGCACAAAAGAC CACCTTTCT CC C CT GAGAGGAGCTT CT GCT ACT CT GC 
III I II II I I I I I I I I I I I I I I II 
CAGGCACAGT GCCACTCT GACCAGGGT AGGAGGCT CTC CT GCTAAC GT GT 2454 



2405 



2526 



2455 



AT CACT GAT GAC ACT CAGC AGGGT GAT GC ACAGC AGT CTGCCTCCCC TAT G G G AC T C C C T 2585 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 

GTCACCTACAGCACCCAGTAGG TCCTCCCCTGTGGGACTCTCT 2497 



2586 TCT ACCAAGCACATGAGCTCT CTAACAGGGT GGGGGCT ACC CCCAGAC CT GCT CCT AC AC 2645 



1 1 1 I I 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 I I I 

Db 2498 TCTGCAAGCACATTGGGCTGTCT CCATACCTGTACTTGTGC 2538 

Qy 2646 T GAT ATT GAAGAACCT GGAGAGGAT CCTTC AGT T CT GGC CATT CCAGGGAC C CT CCAGAA 2705 

II I II II I I I I I I II I I I II I I I I I I I I I 

Db 2539 T GTGACAGGAAGAGC CAGACAGGT TT CTTT GATT TT GAT T GAC C CAAGAGC C CT GC CT GT 2598 

Qy 2706 ACACAGTGTTTCAAGAGACCCTAAAAAACCT GCCTGT CC CAGGACCCTATGGTAATGAAC 2765 

I I I I I I I I I I I I I I I I I I II 

Db 2599 AACAAACGT GCT CCAGGAGAC CAT GAAAGGT GT GGCT GT CT GGGAT T CT GT GGT GACAAA 2658 

Qy 2766 ACCAAACAT CTAAACAAT CAT ATGCTA AC AT GC C ACT C CT GGAAACT CCACT C 2818 

I I I I I I I I I I I I II I I II III I I I I I I 

Db 2659 CCTAAGCATCCGAGCAAGCTGGGGCTATTCCTGCAAACTCCATCCTGAACGCTGTCACTC 2718 

Qy 2 819 T GAAGCTGCCGCTTTGGACACCAACACTCCCTTC-TCCCAGGGTCATGCAGGGATC 2873 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2719 T AGAAGC AGCT GCTGCT T T GAACAC CAGCCCACC CT C CTT C CCAAGAGT CT CT AT GGAGT 2778 

Qy 2874 TGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGA 2933 

II I I I I I I I I I I I I II I II I II I I I II I I I I I I I I I I I I I 

Db 277 9 TGGCCCCTTGTGTTTCCTTTACCAGTCGGGCCATACTGTTT GGGAAGTCATCTCTGA 2835 

Qy 2934 AGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCT TCTGCCCT 2990 

II I I I I I I I I I I I I I I I I I I I I I I I I I II I I II I I II I I I I I I I I I 

Db 2836 AGTCTAACCACCTTCCTTCTTGGTTCAGTTTGGACAGATTGTTATTATTGTCTCTGCCCT 28 95 

Qy 2991 GGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCA 3050 

III I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2896 GGCTAGAATGGGGGCATAATCTGAGCCTTGTTCCCTTGTCCAGTGTGGCTGACCCTTGAC 2955 

Qy 3051 CCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTT 3110 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II 
Db 2956 CTCTT — CCTTCCTCCTCCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCACAGACAATT 3013 

Qy 3111 TATTTTTTATTAAAAA 3126 

I I I I I I I I I I I I I I I I 
Db 3014 TATTTTTTATTAAAAA 3029 
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Qy 69 GCTCCAGAGCTCCCTGGTGACAGTCTGTGGCTGAGCATGGCCCTCCCAGCCCTGGGCCTG 128 

II! Ill I I I I I I I I III I I I I I I I I I I I I I I I I I I I I I I II I I I I 

Db 30 GCTGGGGAACCATCTGGTGACCATCTCAGGCTGACCATGGCCCTACCATCCCTGGGCCAG 89 

Qy 129 GACCCCTGGAGCCTCCTGGGCCTTTTCCTCTTCCAACTGCTTCAGCTGCTGCTGCCGACG 188 

I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I III 
Db 90 GACTCATGGAGTCTCCTGCGTGTTTTTTTCTTCCAACTCTTCCTGCTGCCATCACTGCCA 149 

Qy 189 AC GACCGCGGGGGGAGGC GGGCAGGGGC CCAT GC CCAGGGT CAGAT ACT AT GC AGGGGAT 248 

I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I 
Db 150 C CTGCTT CT GGGACT GGTGGT CAGGGGC C CAT GC CCAGAGT CAAAT AC C AT GCT GGAGAC 209 

Qy 24 9 GAACGTAGGGCACTTAGCTTCTTCCACCAGAAGGGCCTCCAGGATTTTGACACTCTGCTC 308 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 210 GGGCACAGGGCCCTCAGCTTCTTCCAACAAAAAGGCCTCCGAGACTTTGACACGCTGCTC 269 

Qy 309 CTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTTGGAT 368 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 270 CT GAGT GACGAT GGCAACACT CTCT AT GTGGGGGCT C GAGAGAC C GT C CT GGC CTT GAAT 329 

Qy 369 AT C CAGGAT C C AGGGGT C CCC AGGCTAAAGAACAT GAT AC C GT GGC C AGC C AGT GACAGA 428 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 
Db 330 AT C C AGAACC CAGGAATC C CAAGGCTAAAGAACAT GATACC CT GGCCAGC C AGT GAGAGA 389 

Qy 429 AAAAAGAGTGAATGTGCCTTTAAGAAGAAGAGCAAT GAGACACAGTGTTT CAACTT CATC 488 

I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I II I 
Db 390 AAAAAGACCGAATGTGCCTTTAAGAAGAAGAGCAAT GAGACACAGTGTTT CAACTTCATT 44 9 

Qy 489 CGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGC 54 8 

I I II I I I I II I I I I I I I I I I II II II I II I I I I I I I I I I I I I I I I I I I I 

Db 450 CGAGTCCTGGTCTCTTACAATGCTACTCACCTCTATGCCTGTGGGACCTTTGCCTTCAGC 509 

Qy 54 9 CCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTGTTGCCCATCTCGGAGGACAAG 608 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 
Db 510 CCTGCCTGTACCTTCATTGAACTCCAAGATTCCCTCCTGTTGCCCATCTTGATAGACAAG 569 

Qy 609 GTCATGGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATAC-GGCTGTCTT 667 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I II I I I I I I 

Db 570 GTCATGGACGGGAAGGGCCAAAG-CCCTTTGACCCTGTTCACAAGCACACAAGCTGTCTT 628 

Qy 668 GGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCCCATCCT 727 

II I I I I I I I I I I I I I I I II II II I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I 

Db 629 GGTCGATGGGATGCTTTATTCCGGCACCATGAACAACTTCCTGGGCAGCGAGCCCATCCT 688 

Qy 728 GATGCGCACACT GGGATC CCAGCCTGT CCT CAAGAC C GACAACTT CCT CCGCT GGCT GC A 787 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I II I I I I 



Db 689 GAT GC GGACACT GGGAT C CC AT CCT GTT CT CAAGACT GACAT CTT CT T AC GCT GGCT GCA 748 

Qy 788 TCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGA 847 

II I I I I I I I I II I I I I II I I I II II I I I I I I I I I I I I I I I I I I I I I I II 

Db 74 9 CGCGGATGCCTCCTTCGTGGCAGCCATTCCATCCACCCAGGTCGTCTATTTCTTCTTTGA 808 

Qy 84 8 GGAGACAGC CAGCGAGTT T GACTT CTTT GAGAGGCT C CAC AC AT C GC GGGT GGCT AGAGT 907 

I I I I I I I I I I II I I I I I I I I I I I I I I I I I I III I I I I I MINIM III 

Db 809 GGAGACAGC CAGC GAGTTT GACTT CTTT GAAGAGCT GT AT AT AT C CAGGGT GGCT CAAGT 868 

Qy 908 CT GCAAGAAT GACGT GGGCGGC GAAAAGCT GCT GCAGAAGAAGT GGACCAC CTT C CT GAA 967 

II II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I II II I I I I I I 

Db 869 CT GCAAGAAC GACGTGGGC GGT GAAAAGCT GCT GCAGAAGAAGT GGAC C AC CTTC CT CAA 92 8 

Qy 968 GGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACGCGGT 1027 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 929 AGCCCAGTTGCTCTGCGCTCAGCCAGGGCAGCTGCCATTCAACATCATCCGCCACGCGGT 988 

Qy 1028 CCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCCAGTG 1087 

I I I I I I I I I I I I I I I I I I I I I I I I III I I I I I I I I I I I I I I I I I II I I I I I I I 

Db 989 CCTGCTGCCCGCCGATTCTCCCTCTGTTTCCCGCATCTACGCAGTCTTTACCTCCCAGTG 104 8 

Qy 1088 GCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACG 1147 

I I I I I I I I I I I I I I I I I I I I I I I I II II I I I I I I I I I I I I I I I I II II I I I I II 

Db 1049 GCAGGTTGGCGGGACCAGGAGCTCAGCAGTCTGTGCCTTCTCTCTCACGGACATTGAGCG 1108 

Qy 1148 TGTCTTTAAGGGGAAATACAAAGAGTTGAACAAAGAAACTT CACGCT GGACTACTTATAG 1207 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1109 AGTCTTTAAAGGGAAGT ACAAGGAGCTGAACAAGGAGACCT CCC GCT GGAC C ACT T AC CG 1168 

Qy 1208 GGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATAAGGC 1267 

I I II I III II III I I I I I I I I I I M I I I I I I I I I I I I I I I I I I I I II II 

Db 1169 GGGCTCAGAGGTCAGCCCGAGGCCAGGCAGTTGCTCCATGGGCCCCTCCTCTGACAAAGC 1228 

Qy 1268 CCTGACCTTCATGAAGGACCATTTCCTGATGGATGAGCAAGTGGTGGGGACGCCCCTGCT 1327 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I II II I I I I I I II 

Db 1229 CTT GACCTT CAT GAAGGAC CATTTT CTGAT GGAT GAGCACGT GGTAGGAACAC CC CT GCT 1288 

Qy 1328 GGT GAAAT CT GGC GT GGAGT AT ACACGGCTT GCAGT GGAGAC AGCCC AGGGC CTT GAT GG 1387 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 

Db 1289 GGTGAAGTCT GGT GTGGAGTACACACGGCTT GCT GT GGAGT CAGCTCGGGGC CTT GAT GG 1348 

Qy 1388 GC AC AGCCAT CTT GT CAT GTAC CT GGGAAC CAC C AC AGGGT CGCT C C ACAAGG CT GT GGT 1447 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 134 9 GAGCAGCCATGTGGTCATGTATCTGGGTACCTCCACGGGTCCCCTGCACAAGGCTGTGGT 1408 

Qy 1448 AAGT GGGGACAGCAGTGCT CAT CTGGTGGAAGAGATT CAGCT GTT CC CT GAC CCT GAACC 1507 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I II 

Db 1409 GC CT CAGGACAGCAGTGCTTAT CTC GTGGAGGAGAT T CAGCT GAGC C CT GACT CT GAGCC 1468 

Qy 1508 T GTT CGCAACCTGCAGCTGGCCCCCACCCAGGGT GCAGT GTTTGTAGGCTTCTCAGGAGG 1567 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I II I I I I I 

Db 14 69 TGTTCGAAACCTGCAGCTGGCCCCCGCCCAGGGTGCAGTGTTTGCAGGCTTCTCTGGAGG 1528 

Qy 1568 TGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCT 1627 

I I I I I I I II III I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I II 

Db 1529 CAT CTGGAGAGTTCCCAGGGCCAATT GCAGT GTCTACGAGAGCTGTGTGGACTGTGT GCT 1588 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 



1628 TGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTGTTGCCTCCTGTCTGC 1687 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I II II III I I I I I I I I I I I 

1589 TGCCAGGGACCCTCACTGTGCCTGGGACCCTGAATCAAGACTCTGCAGCCTTCTGTCTGG 



1648 



1688 C CC CAACCT GAACT CCT GGAAGCAGGAC AT GGAGCGGGGGAACCCAGAGT GGGCAT GT GC 1747 

I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1649 CTCTACC AAGCCTTGGAAGCAGGACATGGAACGCGGCAACCCGGAGTGGGTATGCAC 1705 

1748 CAGT GGCCC CAT GAGCAGGAGCCTT CGGCCT CAGAGCC GC C C GCAAAT CAT TAAAGAAGT 1807 

I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I III III I I I I I I I I I I I I 
1706 CCGTGGCCCCATGGCCAGGAGCCCCCGGCGTCAGAGCCCCCCTCAACTAATTAAAGAAGT 1765 

1808 CCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTTGGCCTC 1867 

I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1766 CCTGACAGTCCCCAACTCCATCCTGGAGCTGCGCTGCCCCCACCTGTCAGCACTGGCCTC 1825 

1868 TTATT ATT GGAGT CAT GGC CCAGC AGCAGT C CCAGAAGC CTCTT CC ACT GT CT ACAAT GG 1927 

III I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

TT AC CACT GGAGT CAT GGCCGAGC CAAAAT CTCAGAAGC CTCTGCT AC C GT CT ACAAT GG 1885 



1826 



1928 



1987 



CTCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGGTCTCTACCAGTGCTGGGCAACTGA 

I I I I I I I I I I I I I I I I I I I I I I I II I I I II I I I I I I I I I I I III I I I I I 
1886 CT C CCT CTTGCTGCTGCCGCAGGATGGTGTCGGGGGCCTCTAC CAGT GTGT GGC GACTGA 194 5 

1988 GAATGGCTTTTCATACCCTGTGATCTCCTACTGGGTGGACAGCCAGGACCAGACCCTGGC 2047 

III I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1946 GAACGGCTACTCATACCCTGTGGTCTCCTATTGGGTAGACAGCCAGGACCAGCCCCTGGC 2005 

2048 CCTGGATCCTGAACTGGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGACCAGGGT 2107 

I I I I I I I I I I I I I I I III I I I I I I I I I I I I I I I I I 1 I I I 1 I I I I I I I I I I 

2006 GCTGGACCCTGAGCTGGCGGGCGTTCCCCGTGAGCGTGTGCAGGTCCCGCTGACCAGGGT 2065 

2108 CAGT GGTGGGGCCGCCCTGGCTGCCCAGCAGTCCTACT GGC CCCACTTTGT CACT GTC AC 2167 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

2066 CGGAGGCGGAGCTTCCATGGCTGCCCAGCGGTCCTACTGGCCCCATTTTCTCATCGTTAC 2125 

2168 TGTCCTCTTTGCCTTAGTGCTTTCAGGAGCCCTCATCATCCTCGTGGCCTCCCCATTGAG 2227 

I II I I I I I I I I I I I I I MM MM II I I I I II II I I II II I 

2126 CGTCCTCCTGGCCATCGTGCTCCTGGGAGTGCTCACTCTCCTCCTCGCTTCCCCACTGGG 2185 



2228 



2287 



AGCACTCCGGGCTCGGGGCAAGGTTCAGGGCTGTGAGACCCTGCGCCCTGGGGAGAAGGC 

II II M I I I II II II I II I II I I I I I I I I I I II MM III II I I Mill 
2186 GGCGCTGCGGGCTCGGGGTAAGGTTCAGGGCTGTGGGATGCTGCCCCCCAGGGAAAAGGC 224 5 

2288 CCCGTT AAGCAGAGAGCAACACCT CCAGTCT CCCAAGGAAT GC AGGAC CT CT GC C AGT GA 2347 

II I I I I II I I II II I II I I I I I I I I I I I I II I I I II I II I I I I II I I 
224 6 T C CACT GAGCAGGGAC CAGCACCT CCAGCCCTCCAAGGAC C ACAGGAC CT CT GC C AGT GA 



2305 



2348 T GT GGACGCT GACAACAACTGCCT AGGCACT GAGGT AGCTTAAACT CT AGGC ACAGGC CG 2407 

I I II I I I I I I II I I I II I I I I M I I I II I II M III 

2306 C GT AGATGCCGACAACAACCAT CTGGGC GC CGAAGT GGCTTAAACAGGGAC AC AGAT CCG 2365 

2408 GGGCT — GCGGTGCAGGCACCTGGCCATGCTGGCTGGGCGGCCCAAGCACAGCCCTGACT 2465 

III I I I I I I II I I I I I I I I I I I I I II 

2366 CAGCTGAGCAGAGCAAGC CACTGGC CTTGTT GGCT AT GC 2404 



Qy 2466 AGGATGACAGCAGCACAAAAGACCACCTTT CTCCCCTGAGAGGAGCTT CTGCTACT CTGC 2525 

III I II II I I I I I I I I I I I I I I II 

Db 2405 CAGGCACAGTGCCACTCT GACCAG GGT AGGAGGCT CT C CT GCTAAC GTGT 2454 

Qy 2526 AT CACT GAT GACACT C AGC AGGGTGAT GC AC AGC AGT CT GC CTC C CCTAT GGGACT C CCT 2585 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I 

Db 2455 GT CAC CT ACAGCAC C C AGT AGG TCCTCCCCTGTGGGACTCTCT 2497 

Qy 2586 T CTACCAAGCACAT GAGCT CT CTAACAGGGT GGGGGCT AC CCCCAGACCT GCT C CT ACAC 2645 

I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2498 TCTGCAAGCACATTGGGCTGTCT CCATACCTGTACTTGTGC 2538 

Qy 2646 T GAT ATT GAAGAACCT GGAGAGGATCCTTCAGT T CT GGC C ATT CCAGGGAC CCT CCAGAA 2705 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2539 T GT GAC AGGAAGAGC C AGACAGGTTTCTTT GAT T T T GATT GACCCAAGAGC CCT GC CT GT 2598 

Qy 2706 ACAC AGT GTTT CAAGAGACCCT AAAAAAC CT GC CT GT C C C AGGAC CCT AT GGTAAT GAAC 2765 

I I I I I I I I I I I I I I I I I I II 

Db 2599 AACAAAC GT GCT C CAGGAGAC CAT GAAAGGT GT GGCT GT CT GGGATT CTGT GGT GACAAA 2658 

Qy 2766 ACCAAACAT CTAAACAAT CATATGCTA ACATGC CACT CCTGGAAACTCC ACT C 2818 

I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 2659 CCTAAGCATCCGAGCAAGCTGGGGCTATTCCTGCAAACTCCATCCTGAACGCTGTCACTC 2718 

Qy 2819 T GAAGCT GC CGCTTT GGACACCAACACT C CCTTC-TCC C AGG GT CAT GC AGGGAT C 2873 

I I I I I I II I I I I I I I I I I I I I I I I II I I I I I I I I I I I I 

Db 2719 TAGAAGC AGCT GCTGCTTT GAACACCAGCCCAC CCTCCTTCC CAAGAGTCT CT ATGGAGT 2778 

Qy 2874 TGCTCCCTCCTGCTTCCCTTACCAGTCGTGCACCGCTGACTCCCAGGAAGTCTTTCCTGA 2 933 

II I I I I I I I I I I I I I I I I I I I I I I III I I I I I I I I I I I I I 

Db 2779 TGGCCCCTTGTGTTTCCTTTACCAGTCGGGCCATACTGTTT GGGAAGTCATCTCTGA 2835 

Qy 2934 AGTCTGACCACCTTTCTTCTTGCTTCAGTTGGGGCAGACTCTGATCCCT TCTGCCCT 2990 

I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I II I I I I I I I I I 

Db 2836 AGTCTAACCACCTTCCTTCTTGGTTCAGTTTGGACAGATTGTTATTATTGTCTCTGCCCT 2895 

Qy 2991 GGCAGAATGGCAGGGGTAATCTGAGCCTTCTTCACTCCTTTACCCTAGCTGACCCCTTCA 3050 

III I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 

Db 2896 GGCTAGAATGGGGGCATAATCTGAGCCTTGTTCCCTTGTCCAGTGTGGCTGACCCTTGAC 2955 

Qy 3051 CCTCTCCCCCTCCCTTTTCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCAGAGACTGTT 3110 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 
Db 2956 CTCTT — CCTTCCTCCTCCCTTTGTTTTGGGATTCAGAAAACTGCTTGTCACAGACAATT 3013 

Qy 3111 TATTTTTTATTAAAAA 3126 

I I I I I I I I I I I I I I I I 
Db 3014 TATTTTTTATTAAAAA 3029 
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Qy 301 CTCTGCTCCTGAGTGGTGATGGAAATACTCTCTACGTGGGGGCTCGAGAAGCCATTCTGG 360 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II 

Db 53 CCCTTCTGCTGAGCCAGGATGGAAAGACGCTGTATGTGGGGGCCCGAGAGGCCCTCTTTG 112 

Qy 361 CCTT GGAT AT C C AGGAT C CAGGGGT CC C CAGGCTAAAGAAC AT GAT AC C GT GGCC AG 417 

I I I I I I III III II I I I I I I I I I 

Db 113 CACTT AACAGCAAC CT CAGCTT CTT GC C AGGCGGGGAGT AC CAAGAGCT ACT GT GGAGT G 172 

Qy 418 CCAGT GACAGAAAAAAGAGTGAAT GTGC CT TTAAGAAGAAGAGCAAT GAGACAC AGT GTT 477 

I II I I I I III I I I I I I I I I I II I I I I 

Db 173 CAGAT GCT GAC AGGAAGCAGCAGT GCAGCT T CAAGGGCAAGGAC C CAAAGC GT GACT GT C 232 

Qy 478 TCAACTTCATCCGTGTCCTGGTTTCTTACAATGTCACCCATCTCTACACCTGCGGCACCT 537 

I I I I I I I I MM I I III II II I I I II I II I I II II 

Db 233 AAAACT ACAT CAAGAT C CT CCT GC C ACT CAACAGCAGCCAC CT GCT C AC CT GT GGCAC GG 292 

Qy 538 TCGCCTTCAGCCCTGCTTGTACCTTCATTGAACTTCAAGATTCCTACCTGTTGCCCATCT 597 

I II II I I I II II II I I I I II I I I I I I 

Db 293 CCGCCTTCAGCCCCCTGTGTGCTTACATTCACATAGCGAGCTTTACTTTAGCCCAAGATG 352 

Qy 598 CGGAGGACAAGGTCAT GGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACA 651 

M I II II I II II I I I II II I I I I I I II I I II I II II 

Db 353 AGGCCGGTAATGTCATTCTGGAGGATGGCAAGGGTCATTGTCCCTTTGACCCCAACTTCA 412 

Qy 652 AGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGG 711 

II I M I I I I I I I I II I I I II I I I II II II II I II I I I I I 

Db 413 AGTCCACGGCTCTGGTGGTTGATGGTGAGCTGTACACTGGAACAGTCAGTAGCTTCCAGG 472 

Qy 712 GCAGTGAGC C C AT CCTGAT GCGCACACT GGGAT C CCAGCCT GTC CT CAAGAC CGACAACT 771 

I I I I II II I I I I I I I II I II I I I II I I I I I M 
Db 473 GAAACGACCCAGCCATTTCCCGGAGCCAGAGTTCCCGCCC CACCAAGACT GAGAGCT 529 

Qy 772 TCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCG 831 

I I I I I I I I I I I I I II I I II I I I I II II 



Db 530 CCCTCAACTGGCTACAAGACCCTGCCTTTGTGGCCTCGGCTACGTCCCCCGAGAGCCTGG 589 

Qy 832 T GT ACT T CT T CT T CGAGGAGAC AGCCAGC GAGT 864 

I I I I I I I I I I I I I I I I I I I I I I II I 

Db 590 GCAGCCCCATAGGTGATGATGATAAGATCTACTT CTTCTT CAGCGAGACGGGCCAGGAGT 649 

Qy 865 TT GACTT CT TT GAGAGGCT C C ACACAT C GC GGGT GGCT AGAGT CT GCAAGAAT GAC GT GG 924 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I Mill 

Db 650 TT GAGTT CTTT GAGAAC ACCAT CGT GT C CC GAGT TGC CCGAGT CT GTAAGGGCGAT GAG G 709 

Qy 925 GCGGCGAAAAGCTGCTGCAGAAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCA 984 

I II II I II I I I I I I II I I I I I I I I II I I I I I I I I I I II III 

Db 710 GTGGAGAGCGGGTGTTGCAGCAACGCTGGACCTCCTTTCTCAAGGCTCAGCTCCTGTGCT 769 

Qy 985 CCCAGCCGGGGCA GCTGCCCTTCAACGTCATCCGCCACGCGGTCCTGCTCCCCGCCG 1041 

I I I I I I I • I I I I I I I I I I I I I I II II II III 

Db 770 CCCGGCCTGATGATGGCTTTCCCTTTAACGTGCTACAAGATGTCTTCACCCTGAACCCCA 829 

Qy 1042 ATTCTCCCACAGCTCCCCACATCTA CGCAGTCTTCACCTCCCAGTGGCAGGTTG 1095 

I III I I I I I II I I I I I I I I I I I I I I I I I I I I 

Db 830 ACCCTCAGGATTGGCGCAAGACCCTTTCTATCGGGGTCTTTACCTCCCAGTGGCACAGAG 889 

Qy 1096 GCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTGAACGTGTCTTTA 1155 

I II I I I I I I I I I I I I I I I I I II I I I I I I I 

Db 890 GGACCACAGAAGGCT CTGCCATCT GCGT CT T CAC CAT GAAT GAT GT GCAGAAGGC CTT T G 949 

Qy 1156 AGGGGAAAT ACAAAGAGTTGAACAAAGAAACTT C AC GCT GGACT ACTT AT AGGGGC C CT G 1215 

III I I I I I I I I I I I I I I I I I I I I I I I I I III 

Db 950 ACGGCCT GT ACAAGAAAGTAAACAGAGAGACAC AGC AGT GGT AT ACC GAGAC CCAC CAGG 1009 

Qy 1216 AGACCAACCCCCGGCCAGGCAGTTG CT 1242 

I I I I I I I I I I I I I II II 

Db 1010 TGCCCACACCGCGGCCGGGAGCGTGCATTACCAACAGTGCCCGGGAACGGAAGATCAACT 1069 

Qy 1243 CAGTGGGCCCCT CCTCTGATAAGGCCCT GACCTT CATGAAGGACCATTTCCT GATGGAT G 1302 

I I till I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1070 CGTCCCTGCAGCTCCCAGACCGAGTGCTGAACTTCCTCAAGGATCACTTCTTGATGGATG 1129 

Qy 1303 AGCAAGTGGTGGGGACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAG 1362 

I I I I I I I I I I I I I I I I I I I II I I I I I I 

Db 1130 GGCAGGTCCGCAGTCGCCTGCTGCTGCTGCAGCCCAGAGCCCGCTACCAGCGTGTGGCTG 1189 

Qy 1363 TGGAGACAGCCCAGGGCCTT GAT GGGCACAGCCAT CTT GT CAT GT AC CT GGGAAC CAC C A 1422 

III I I I I I I I I I II II I I I I I I I I I I I I I 
Db 1190 TGCACCGTGTGCCTGGCCTGCACAG CACTTATGATGTCCTATTTCTGGGCACTGGTG 1246 

Qy 1423 CAGGGTC GCT C CACAAGGCT GTGGTAAGTGGGGACAGCAGT GCT CAT CT GGT GGAAGAGA 1482 

II I I I I I I I I I I II I I I I I I I I I I I I I I I I 

Db 1247 AT GGC CGC CT GCACAAAGCAGT G ACCCT GAGCT CCAGAGTCCACAT CATTGAGGAGC 1303 

Qy 1483 TTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCACCCAGGGTG 1542 

I I I I I I I II I I I I I I I I I I I I I II I I I I I I I III 

Db 1304 TGCAGATCTTCCCTCAAGGACAGCCTGTGCAGAACCTGCTCTTGGACAGCCATGGGGGAC 1363 

Qy 1543 CAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCT 1602 

I I I I I III I I I I I I I I I I I I I I I I I I I I I I II 

Db 1364 TGTTGTATGCCTCCTCCCATTCCGGGGTGGTGCAAGTGCCCGTAGCCAACTGCAGCCTGT 1423 



Qy 
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Qy 

Db 

Qy 
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Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



1603 ATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGT 1662 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1424 ACCCAACCTGTGGAGACTGCCTCCTGGCTCGAGACCCCTACTGCGCCTGGACTGGCTCTG 14 83 

1663 CCCGAACCTGTTGCCTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGCAGGACATGGAGC 1722 

I I I I I I I I I I I I I I I I I I I I I I I I I 

1484 CCTGCAGGCTCGCTAGCCTCTACCAGCCTGATCTGGCCTCCAGGCCATGGACCCAGGACA 154 3 



1723 



1782 



GGGGGAACCCAGAGT GGGCATGTGC CAGT GGC C C CAT GAGC AGGAGCCTT C GGC CT CAGA 

III II I I I I I I 

1544 TTGAGGGTGCCAGTGTCAAGGAACTCTGCAAGAATTCCTCATACAAGGCCCGGTTTCTTG 1603 

1783 GCCGCCCGCAAATCATTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCT 1842 

I I I I II I I I I I I I I I I I I I I I I I I I 

1604 T GC C AGGTAAGCC AT GTAAACAAGT CCAGAT CCAAC CAAAC ACAGT GAAC ACC CT GGC CT 1663 

1843 GC C C C C AC CT GTC AGC CTT GGC CT CTTATT ATT GGAGT CAT GGC C C AGCAGC AGTC C CAG 1902 

I I I I I I I I I I I I I II I I I I III II Ml I I I I I I 

1664 GCCCACTCCTCTCAAACCTGGCCACTCGGCTCTGGGTGCACAATGGAGCCCCAGTCAATG 1723 

1903 AAGCCTCTTCCACTGTCTA CAAT GGCT C C CT CTT GCT GAT AGTGCAGGAT GGAG 1956 

I I I I I I I I I I I I I I I I I I I I I I 

1724 CCTCTGCCTCCTGCCGCGTGTTACCCACCGGGGACCTGCTGCTGGTGGGCAGCCAGCAGG 1783 

1957 TTGGGGGTCTCTACCAGTGCTGGGCAACTGAGAATGGCTTTTCATACCCTGTGATCTCCT 2016 

I III I I I I I I I I I I I I I II I I I I I I I I I I I I II 

1784 GTTTGGGGGTGTTCCAGTGTTGGTCGATAGAAGAAGGATTCCAGCAGCTTGTGGCCAGCT 1843 

2017 ACTG 2020 
I I II 

1844 ACTG 1847 
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Qy 270 TT C CAC CAGAAGGGCCT CCAGGATTTT GACACT CT GCT CCT GAGTG GT GAT GGAAAT ACT 329 

I I I I I I I I I I I I I I MM Mill I II I I I 

Db 211 TTTCATGAGCCAGACATCTACAACTACTCAGCCTTGCT GCT GAGCGAGGACAAGGACACC 270 

Qy 330 CTCTACGTGGGGGCTCGAGAAGCCATTCTGGCCTTGGATATCCAGGATCCAGGGGTCCCC 389 

I M I I M I I M M I I M M I I I I I I I MM 

Db 271 TTGTACATAGGTGCCCGGGAGGC GGTCTTCGCTGTGAACGCACTCAACATCTCC 324 

Qy 390 AGGCTAAAGAACAT GATAC CGT GGC CAGCCAGT GACAGAAAAAAGAGTGAAT GT GC CTTT 449 

I Ml II Ml II II I I II I I I I I I II 

Db 325 GAGAAGCAGCATGAGGTGT ATT GGAAGGT CT C AGAAGACAAAAAAGCAAAAT GT GCAGAA 384 

Qy 450 AAGAAGAAGAGCAATGAGAC ACAGT GTTTCAACTT CAT C CGTGT CCT GGTTT CTT ACAAT 509 

III III II I I I I I II II I I I I I I I II I II I I I M I M 

Db 385 AAGGGGAAAT CAAAACAGACAGAGT GCCT CAACT ACAT C CGGGT GCTGCAGC CACTCAGC 444 

Qy 510 GTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAA 569 

MM I I I II II II II I I I I I II I I II I I I I II I 

Db 445 GCCACTTCCCTTTACGTGTGTGGGACCAACGCATTCCAGCCGGCCTGTGACCACCTGAAC 504 

Qy 570 CTT CAAGATT CCT ACCTGTTGC CCATCT CGGAGGACAAGGT CAT GGAGGGAAAAGGCCAA 629 

I I I I I II I I I I I I I I II M I 

Db 505 TTAACAT CCTTTAAGTTT CT G GGGAAAAATGAAGAT GGCAAAGGAAGA 552 

Qy 630 AGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCT 689 

I I II I II I I I I I I I I II I III I II I II I I I II I I II I II I I 

Db 553 TGT CC CTTT GACCCAGCACAC AGCTACACAT CC GT C AT GGTT GATGGAGAACTT T ATT CG 612 

Qy 690 GGT ACT AT GAACAACTT CCT GGGCAGT GAGCCC AT C CT GAT GCGCACACT GGGAT CCC AG 749 

II I I I I II II II M II I II I I II II I III I 

Db 613 GGGACGT CGT ATAATTTTTT GGGAAGT GAACC C AT CAT CT CCCGAAATT CT T CC CACAGT 672 

Qy 750 CCTGTCCTCAAGACCGACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCA 809 

I II I I I II I I I III I I II I I 

Db 673 CCT CT GAGGACAGAAT AT GCAATCCCTT GGCT GAACGAGCCTAGTTT CGT GTT T GCT GAC 732 

Qy 810 GCCATCCCTTCGACCCAGGTC GTCTACTTCTTCTTC 845 

I I I II I II I I I I I I II II II I M II 

Db 733 GTGATCCGAAAAAGCCCAGACAGCCCCGACGGCGAGGATGACAGGGTCTACTTCTTCTTC 792 

Qy 846 GAGGAGACAGCCAGCGAGTTT GACTTCTTT GAGAGGCT C C ACACAT CGC GGGTGGCT AGA 905 

I I I I I II M I I I I I I II I I I I I II I I I I I I I 

Db 793 ACGGAGGTGT CTGTGGAGT AT GAGTTT GT GTT CAGGGT GCT GAT CC CAC GGAT AGCAAGA 852 

Qy 906 GT CTGCAAGAATGACGT GGGCGGCGAAAAGCT GCT GCAGAAGAAGTGGACCACCTTC CT G 965 

II I I I M I Ml I I I M M II I II I II II M I I II II I I I I I M I 

Db 853 GT GT GCAAGGGGGACCAGGGCGGC CTGAGGACCTT GC AGAAGAAAT GGACCTC CT TCCT G 912 

Qy 966 AAGGCCCAGCTGCTCTGCACCCAGCCGG GGCAGCTGCCCTTCAACGTCATCCGCCAC 1022 

II I I II II II I II M I I I I I I II I II I I I I I III I 

Db 913 AAAGCCCGACTCATCTGCTCCCGGCCAGACAGCGGCTTGGTCTTCAATGTGCTGCGGGAT 972 
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Db 
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Db 
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Db 
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Db 
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1023 GCGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCC 1082 
I I I I I I I I II I I I II I I I I I I I I I I I I I I I I 

973 GTCTTCGTGCTCAGGTCCCCGGGCCTGAAGGTGCCTGTGTTCTATGCACTCTTCACCCCA 1032 

1083 CAGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATT 1142 

I I I I I I I I I I II I I I I I II 

1033 CAGCTGAACAACGTGGGGCTGTCGGCAGTGTGCGCCTACAACCTGTC CACAGCCGAG 1089 

1143 GAACGTGT CTT T AAGGGGAAAT ACAAAGAGT T GAACAAAG AAACTTCACGC 1193 

II III I I I I I I I I I I II I I I I I I 

1090 GAGGT CTT CTC C CACGGGAAGT ACATGC AGAGCAC CACAGT GGAGC AGTCC CACAC CAAG 1149 

1194 TGGACTACTTATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGC 1250 

III I I I I I I I I I I I I I I I I I I I I I I I III I II 

1150 TGGGTGCGCTATAATGGCCCGGTACCCAAGCCGCGGCCTGGAGCGTGCATCGACAGCGAG 1209 

1251 CCCTCCTCTGATAAGGCCCTGACCTTCATG 1280 

I I I I I II I I I I I I I I 

1210 GCACGGGCCGCCAACT AC AC CAGCT CCTT GAATTT GC CAGACAAGACGCT GC AGT T C GTT 1269 

1281 AAGGACCATTT CCT GAT GGAT GA GCAAGTGGTGGGGACGCCCCTGCTGGTG 1331 

II I I I I I I I I I I I I I I I I I I I I I I I I II I 

1270 AAAGACCACCCTTT GAT GGAT GACT CGGTAAC C C CAAT AGACAACAGGCC C AGGTT AAT C 1329 

1332 AAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGCCCAGGGCCTTGATGGGCAC 1391 

II I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I 

1330 AAGAAAGAT GT GAACT ACACC CAGAT C GT GGT GGACCGGAC C C AGGC C CT GGAT GGGAGT 1389 

1392 AGCCATCTTGTCATGTACCTGGGAACCACCACAGGGTCGCTCCACAAGGCTGTGGTAAGT 1451 

III I I I I I I I I I III I II I I I I I I I I I I I II 

1390 GT CT AT GAT GT CAT GTTT GTCAGC ACAGAC C GGGGAGCT CT GC ACAAAGCC AT C AGC 14 4 6 



1452 



1511 



G GGGACAGCAGT GCT CAT CTGGTGGAAGAGAT T C AGCT GT T CCCT GAC CCT GAAC CT GTT 
II I I I I I I I I I I I I II I I I I I I I I I III I I I I I I I 
1447 CTCGAGCACGCT GTTCACATCATCGAGGAGACCCAGCT CTT CCAGGACTTTGAGCCAGTC 1506 



1512 



1565 



CGCAACCTGCAGCTGGCCCCCACCCAGGGTGCAGTGTTTGT AGGCTTCTCAGGA 

I I I I I I I I I I I I II I I I I I I I I I I I I I I 

1507 CAGACCCTGCTGCTGTCTTCAAAGAAGGGCAACAGGTTTGTCTATGCTGGCTCTAACTCG 1566 

1566 GGTGTCTGGAGGGTGCCCCGAGCCAACTGTAGTGTCTATGAGAGCTGTGTGGACTGTGTC 1625 
I I I I II III III I I I I I II I I I I I I I I I I I I I I 

1567 GGCGTGGTCCAGGCCCCGCTGGCCTTCTGTGGGAAGCACGGCACCTGCGAGGACTGTGTG 1626 

1626 CTTGCCCGGGACCCCCACTGTGCCTGGGACCCTGAGTCCCGAACCTG 1672 

I I I I I I I I I I I I I I I I I II I I I I III I I I I I I 

1627 CTGGCGCGGGACCCCTACTGCGCCTGGAGCCCGCCCACAGCGACCTG 1673 



RESULT 7 

US-09-077-940A-3 

; Sequence 3, Application US/09077940A 

; Patent No. 65764 41 

; GENERAL INFORMATION: 

; APPLICANT: KIMURA, Toru et al . 

; TITLE OF INVENTION: NOVEL SEMAPHORIN Z AND GENE ENCODING THE SAME 



; FILE REFERENCE: 0020-4426P 

; CURRENT APPLICATION NUMBER: US/09/077 , 940A 

; CURRENT FILING DATE: 1998-06-05 

; NUMBER OF SEQ ID NOS : 20 

; SOFTWARE: Patentln version 3.1 

; SEQ ID NO 3 

LENGTH: 3524 

TYPE: DNA 
; ORGANISM: Homo sapiens 

FEATURE: 

NAME/ KEY : 5'UTR 

LOCATION: (1)..(38) 

OTHER INFORMATION: 

NAME/ KEY: 3'UTR 

LOCATION: (2706) .. (3524) 

OTHER INFORMATION: 

NAME/ KEY: CDS 

LOCATION: (39) . . (2702) 

OTHER INFORMATION: 
US-09-077-940A-3 

Query Match 4.0%; Score 126; DB 4; Length 3524; 

Best Local Similarity 55.3%; Pred. No. 5.1e-24; 

Matches 315; Conservative 0; Mismatches 240; Indels 15; Gaps 3; 

Qy 450 AAGAAGAAGAGCAAT GAGACACAGT GTT TCAACT T C AT CCGT GT C CT GGTTT CTT ACAAT 509 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 390 ATGAAGGGCAAACAGGAGGGCGAGTGTCGAAACTTCGTAAAGGTGCTGCTCCTTCGGGAC 449 

Qy 510 GTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTGCTTGTACCTTCATTGAA 569 

I II I II I I I I I I II I I I I I I I I I I I I II II I 

Db 450 GAGTCCACGCTCTTTGTGTGCGGTTCCAACGCCTTCAACCCGGTGTGCGCCAACTACAGC 509 

Qy 570 CTTCAAGATTCCTACCTGTTGCCCATCTCGGAGGACAAGGTCATGGAGGGAAAAGGCCAA 629 

II I I I I I I I I I I I III III II I I I I 

Db 510 ATAGA CAC CCTGCAGCCC GTC GGAGACAA CATCAGCGGTATGGCCCGC 557 

Qy 630 AGCCCCTTTGACCCCGCTCACAAGCATACGGCTGTCTTGGTGGATGGGATGCTCTATTCT 689 

I I I I I I I I I I I III II II II I I I I I I I I I I I I I I I 

Db 558 TGCCCGTACGACCCCAAGCACGCCAATGTTGCCCTCTTCTCTGACGGGATGCTCTTCACA 617 

Qy 690 GGT ACTAT GAACAACTT C CT GGGC AGT GAGCCCATC CT GAT GC GCACACT GGGAT C C C AG 7 49 

I I I I I I I I I I I I I I I I I I I I I I III I I I I I I I I I I 

Db 618 GCT ACT GT T AC CGACTT CCTAGCCATT GAT GCT GT C AT CT AC C GCAGC CT CGGGGACAGG 677 

Qy 750 CCTGTCCTCAAGACCGACAACTTCCTCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCA 809 

II III I I I I II I I I I III I I I I I I I I 

Db 678 CC CACCCT GCGCAC CGT GAAACATGACT CCAAGT GGT T CAAAGAGC CTT ACT T TGT C CAT 737 

Qy 810 GCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGAGGAGACAGCCAGCGAGTTTGAC 8 69 

II I II I I II I I I I I I I I I I I I I I I I I III I I I I I I I I 

Db 738 GCGGTGGAGTGGGGCAGCCATGTCTACTTCTTCTTCCGGGAGATTGCGATGGAGTTTAAC 7 97 

Qy 870 TTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAGAGTCTGCAAGAATGACGTGGGCGGC 929 

I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I II I I I 

Db 798 TACCTGGAGAAGGTGGTGGTGTCCCGCGTGGCCCGAGTGTGCAAGAACGACGTGGGAGGC 857 



Qy 930 GAAAAGC TGCTGCAGAAGAAGTGGACCACCTTCCTGAAGGCCCAGCTGCTCTGCACC 986 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I 
Db 858 TCCCCCCGCGTGCTGGAGAAGCAGTGGACGTCCTTCCTGAAGGCGCGGCTCAACTGCTCT 917 

Qy 987 CAGCCGGGGCAGCTGCCCTTCAACGTCATC 1016 

I I I I I I I I I I I I I I I 

Db 918 GT ACC CGGAGACT C C C ATT TCT ACTT CAAC 947 



RESULT 8 

US-09-077-940A-1 

; Sequence 1, Application US/09077940A 

; Patent No. 6576441 

; GENERAL INFORMATION: 

; APPLICANT: KIMURA, Toru et al . 

; TITLE OF INVENTION: NOVEL SEMAPHORIN Z AND GENE ENCODING THE SAME 
; FILE REFERENCE: 0020-4 42 6P 

; CURRENT APPLICATION NUMBER: US/09/077 , 940A 

; CURRENT FILING DATE: 1998-06-05 

; NUMBER OF SEQ ID NOS : 20 

; SOFTWARE: Patentln version 3.1 

; SEQ ID NO 1 

LENGTH: 3692 

TYPE: DNA 
; ORGANISM: Rattus norvegicus 

FEATURE: 

NAME/ KEY: 5'UTR 

LOCATION: (1)..(18) 

OTHER INFORMATION: 

NAME /KEY: CDS 
; LOCATION: (19).. (2682) 
; OTHER INFORMATION: 
; NAME/KEY: 3»UTR 
; LOCATION: (2683) (3653) 

OTHER INFORMATION: 

NAME/KEY: polyA_site 
; LOCATION: ( 3654 )..( 3692 ) 

OTHER INFORMATION: 
US-09-077-940A-1 

Query Match 4.0%; Score 125.4; DB 4; Length 3692; 

Best Local Similarity 58.5%; Pred. No. 7.7e-24; 

Matches 238; Conservative 0; Mismatches 166; Indels 3; Gaps 1; 



Qy 611 CATGGAGGGAAAAGGC CAAAGCCC CTTT GACCCC GCT CACAAGCATAC GGCTGT CT T GGT 670 

III III III I I I I I I I I I I I I II II II MM 

Db 522 CATCAGTGGTATGGCCCGCTGCCCCTACGACCCCAAGCATGCCAATGTCGCCCTCTTCTC 581 

Qy 671 GGAT GGGAT GCT CTATTCTGGTACT AT GAACAACTT C CT GGGCAGTGAGCC CAT CCT GAT 730 

I I I I I II I I II I I II I I II M I I I M I I I II I I I 

Db 582 AGAT GGGAT GCTCTTCACAGCCACAGTAACTGACTT C CT AGC C AT CGACGCTGTTAT CT A 641 

Qy 731 GCGCACACT GGGATCCCAGCCT GTC CT CAAGAC C GACAACT TCCTCCGCT GGCT GC AT C A 790 

II I I I I I I I II I II I I I I I I I I I I I 

Db 642 CCGTAGCCTTGGGGACCGGCCCACACTGCGCACAGTAAAGCATGACTCCAAGTGGTTTAA 701 

Qy 791 TGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCTTCGAGGA 850 



II I I 1 1 1 1 1 1 1 II I II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 III 

Db 702 AGAGCCATACTTTGTGCATGCGGTGGAGTGGGGAAGCCACGTCTACTTCTTCTTCCGGGA 761 

Qy 851 GACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTAGAGTCTG 910 

' II I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 

Db 762 GAT CGCCAT GGAGTT TAACTAT CTGGAAAAGGT GGT GGT GTC C CGT GT GGCC C GT GT AT G 821 

Qy 911 CAAGAATGACGTGGGCGG CGAAAAGCT GCT GCAGAAGAAGT GGAC C AC CT T C CT GAA 967 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 822 CAAGAATGATGTGGGCGGCTCCCCACGGGTGCTGGAGAAGCAGTGGACTTCCTTCCTGAA 881 

Qy 968 GGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCA 1014 

I I I I I I I I I I I I II I I I I I I I ■ I I I I I I I II I 
Db 8 82 GGCCCGGCTCAACTGCTCCGTGCCTGGGGACTCACACTTCTACTTCA 928 



RESULT 9 

US-09-854-845-15 

; Sequence 15, Application US/09854845 

; Patent No. 6750054 

; GENERAL INFORMATION: 

; APPLICANT: Walke, D. Wade 

; APPLICANT: Wang, Xiaoming 

; APPLICANT: Scoville, John 

; APPLICANT: Turner, C. Alexander Jr. 

; TITLE OF INVENTION: No. 6750054el Human Semaphorin Homologs and 

Polynucleotides Encoding the Same 

; FILE REFERENCE: LEX-0177-USA 

; CURRENT APPLICATION NUMBER: US/09/854,845 

; CURRENT FILING DATE: 2001-05-14 

; PRIOR APPLICATION NUMBER: US 60/205,274 

; PRIOR FILING DATE: 2000-05-18 

; PRIOR APPLICATION NUMBER: US 60/208,893 

; PRIOR FILING DATE: 2000-06-02 

; NUMBER OF SEQ ID NOS : 50 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 15 

LENGTH: 2820 

TYPE: DNA 
; ORGANISM: homo sapiens 
US-09-854-845-15 

Query Match 3.9%; Score 121.4; DB 4; Length 2820; 

Best Local Similarity 49.5%; Pred. No. 8.5e-23; 

Matches 568; Conservative 1; Mismatches 527; Indels 51; Gaps 8; 



Qy 607 AGGT CAT GGAGGGAAAAGGCCAAAGCCCCTT TGACC CC GCT CACAAGCAT AC GGCT G 663 

II II III III I I I I II I I I I I I I I I I I II I I I I 

Db 71 AGAAGATCAATGGTGTGGCCCGCTGCCCCTATGACCCACGCCACAACTCCACAGCTGTCA 130 

Qy 664 TCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCCCA 723 

III I I I I I I I I I I I I I II I I I I II I I II I I I I I 

Db 131 TCTCCTCCCAGGGGGAGCTCTATGCAGCCACGGTCATCGACTTCTCAGGTCGGGACCCTG 190 

Qy 724 TCCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGC 783 

II I I I I I I I I I III II I I I I I I III 

Db 191 CCATCTACCGCAGCCTGGGCAGTGGGCCACCGCTTCGCACTGCCCAATATAACTCCAAGT 250 



Qy 784 TGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCT 843 

I I I I II I I I I I I I I I I I I II I I I I I I I I II I I II 

Db 251 GGCTTAATGAGCCAAACTTCGTGGCAGCCTATGATATTGGGCTGTTTGCATACTTCTTCC 310 

Qy 844 TCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTA 903 

I II II I I I III I I I I I I I I I I I I I I I I I 

Db 311 TGCGGGAGAACGCAGTGGAG CACGACTGTGGACGCACCGTGTACTCTCGCGTGGCCC 367 

Qy 904 GAGT CT GCAAGAAT GACGT GGGCGGCGAAAAGCT GCT GCAGAAGAAGT GGAC C AC CTT CC 963 

I I I I I I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I 
Db 368 GCGTGTGCAAGAATGACGTGGGGGGCCGATTCCT GCT GGAGGACACAT GGACCACATT CA 427 

Qy 964 TGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACG 1023 

I I I I I I I I I I I I I I I I I I I I II I I II I I I I I I I I I I III 

Db 428 TGAAGGCCCGGCTCAACTGCTCCCGCCCGGGCGAGGTCCCCTTCTACTATA ACG 481 

Qy 1024 CGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCC 1083 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 4 82 AGCT GCAGAGT GCCTTC CACTTGCC RGAGCAGGAC CT CAT CTAT GGAGTT TT C ACAACCA 541 

Qy 1084 AGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTG 1143 

I II I I I : I I I I I I II I I I I I I I I III III 

Db 542 A CGTAAACAGCATYGCGGCTTCTGCTGTCTGCGCCTTCAACCTCAGTGCTATCT 595 

Qy 1144 AAC GT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACT T CAC GCT GGAC TACTT 1203 

I I I I I I I I II I I I I I I I I I I I I 

Db 596 CCCAGGCTTTCAATGGCCCATTTCGCTACCAGGAGAACCCCAGGGCTGCCTGGCTCCCCA 655 

Qy 1204 ATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATA 1263 

III I I I I III I I I I I I I I II III 

Db 656 TAGC CAACC CCATCC C C AATTT CCAGT GT GGC ACCCT GCCT GAGAC C GGT C C CAACGAGA 715 

Qy 1264 AG GCCCT GAC CTT CAT GAAGGAC CAT TT C CT GATGGAT GAGCAAGT GG 1311 

I I I I I I I I I I I I I I I I I I I I III III 

Db 716 ACCTGACGGAGCGCAGCCTGCAGGACGCGCAGCGCCTCTTCCTGATGAGCGAGGCCGTGC 775 

Qy 1312 TGGGG ACGC CC CT GCT GGT GAAAT CT GGC GT GGAGT AT AC ACGGCT T GCAG 1362 

II I I I I I I I I I I I I I I I I I I I 

Db 776 AGCCGGTGACACCCGAGCCCTGTGTCACCCAGGACAGCGTGCGCTTCTCACACCTCGTGG 835 

Qy 1363 T GGAGACAGC CCAGGGC CTT GATGGGC AC AGC CAT CTTGTCATGTACCTGG 1413 

I I I I I I I I I II I I I I I I I I I I I I I II 

Db 836 T GGAC CT GGT GCAGGCTAAAGACAC GCT CTACCAT GT ACT CT ACATT GGCAC C GAGT C GG 895 

Qy 1414 GAACCACCACAGGGTCGCTCCACAAGGCTGTGGTAAGT GGGGACAGCAGT GCTCATCT GG 1473 

I II I I I I I I I I I I I I I II I I I I I I II 

Db 896 GCAC CAT C CT GAAGGCGCT GT CCACGGCGAGCC GCAGC CT CCACGGCT GCT AC CT GGAGG 955 

Qy 1474 TGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCA 1533 

I I I I I I I I I I I I I I I I I I I I I I I I III 

Db 956 AGCTGCACGTGCTGCCCCCCGGGCGCCGCGAGCCCCTGCGCAGCCTGCGCATCCTGCACA 1015 

Qy 1534 CCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACT 1593 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1016 GCGCCCGCGCGCTCTTCGTGGGGCTGAGAGACGGCGTCCTGCGGGTCCCACTGGAGAGGT 1075 



Qy 1594 GTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGG 1653 

I I I I I III III II I I I I I I I I I I I I I I I I I I II I I I 

Db 1076 GCGCCGCCTACCGCAGCCAGGGGGCATGCCTGGGGGCCCGGGACCCGTACTGTGGCTGGG 1135 

Qy 1654 ACCCTGAGTCCCGAACCTGTTGC CTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGC 1710 

II II II I I I I I I I I I I I I I I I I I I II I I I I 

Db 1136 AC GGGAAGC AGCAACGTT GC AGC ACACT C GAGGAC AGC T C CAAC AT GAGC CT CT GGAC C C 1195 

Qy 1711 AGGACAT 1717 

II I I I I 

Db 1196 AGAACAT 1202 



RESULT 10 
US-09-854-845-13 

; Sequence 13, Application US/09854845 

; Patent No. 6750054 

; GENERAL INFORMATION: 

; APPLICANT: Walke, D. Wade 

; APPLICANT: Wang, Xiaoming 

; APPLICANT: Scoville, John 

; APPLICANT: Turner, C. Alexander Jr. 

; TITLE OF INVENTION: No. 6750054el Human Semaphorin Homologs and 

Polynucleotides Encoding the Same 

; FILE REFERENCE: LEX-0177-USA 

; CURRENT APPLICATION NUMBER: US/09/854,845 

; CURRENT FILING DATE: 2001-05-14 

; PRIOR APPLICATION NUMBER: US 60/205,274 

; PRIOR FILING DATE: 2000-05-18 

; PRIOR APPLICATION NUMBER: US 60/208,893 

; PRIOR FILING DATE: 2000-06-02 

; NUMBER OF SEQ ID NOS : 50 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 13 

LENGTH: 2865 

TYPE: DNA 
; ORGANISM: homo sapiens 
US-09-854-845-13 

Query Match 3.9%; Score 121.4; DB 4; Length 2865; 

Best Local Similarity 49.5%; Pred. No. 8.6e-23; 

Matches 568; Conservative 1; Mismatches 527; Indels 51; Gaps 8; 



Qy 607 AGGTCAT GGAGGGAAAAGGCCAAAGC C CCTTT GAC CC CGCT CACAAGCAT AC GGCTG 663 

II II III III I I I I I I I I I I I I I I I I I I I II I I 

Db 71 AGAAGAT CAAT GGT GT GGCCC GCTGCCCCT AT GAC CCACG C CACAACTC CAC AGCTGT C A 130 

Qy 664 TCTT GGT GGAT GGGAT GCTCT ATT CT GGTACTATGAACAACTT C CT GGG CAGT GAGC CCA 723 

III I I I I I I I I I I I I I II I I I I I I I I II I I I I I 

Db 131 TCTCCTCCCAGGGGGAGCTCTATGCAGCCACGGTCATCGACTTCTCAGGTCGGGACCCTG 190 

Qy 724 TCCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGC 783 

II I I I I I I II I III II I I I I I I III 

Db 191 CCATCTACCGCAGCCTGGGCAGTGGGCCACCGCTTCGCACTGCCCAATATAACTCCAAGT 250 

Qy 784 TGCAT CAT GAC GC CTC CTTTGT GGC AGC CAT C C CTT CGACC CAGGT C GT CT ACTT CTT CT 843 

I I I I I I I I I I I I I II I I I I I I I I I I MINIMI 



Db 251 GGCTTAATGAGCCAAACTTCGTGGCAGCCTATGATATTGGGCTGTTTGCATACTTCTTCC 310 

Qy 844 TCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTA 903 

I I I I I I I I III I I I I I I I I I I I I I I I I I 

Db 311 TGC GGGAGAAC GCAGT GGAG CACGACTGTGGACGCACCGTGTACTCTCGCGTGGCCC 367 

Qy 904 GAGTCTGCAAGAATGACGTGGGCGGCGAAAAGCTGCTGCAGAAGAAGTGGACCACCTTCC 963 

I I I I I I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 
Db 368 GC GT GT GCAAGAAT GAC GTGGGGGGCC GATT CCT GCTGGAGGACACAT GGAC CAC ATT C A 427 

Qy 964 TGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACG 1023 

I I I I I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I II 

Db 428 TGAAGGCCCGGCTCAACTGCTCCCGCCCGGGCGAGGTCCCCTTCTACTATA ACG 481 

Qy 1024 CGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCC 1083 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 482 AGCT GC AGAGT GCCTT C CACTT GC C RGAGCAGGAC CT C ATCT AT GGAGTTTT C ACAAC CA 541 

Qy 1084 AGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTG 1143 

I II I I I : I I I I I I I I I I II I I I I III III 

Db 542 A CGTAAACAGCATYGCGGCTTCTGCTGTCTGCGCCTTCAACCTCAGTGCTATCT 595 

Qy 1144 AACGTGT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTT CAC GCT GGACTACTT 1203 

I I I I I I I I II I I I I I I I I I I I I 

Db 596 CCCAGGCTTTCAATGGCCCATTTCGCTACCAGGAGAACCCCAGGGCTGCCTGGCTCCCCA 655 

Qy 1204 ATAGGGGCCCT GAGACCAAC CCCC GGC CAGGCAGT T GCT CAGT GGGCCC CT C CTCT GAT A 1263 

III I I I I III I I I I I I I I II III 

Db 656 TAGC CAACCC CAT C C C CAATTTC C AGT GT GGCAC C CTGC CT GAGAC CGGT CC CAACGAGA 715 

Qy 1264 AG GC C CTGAC CTT CAT GAAGGACCATTTCCT GAT GGAT GAGCAAGTG G 1311 

I I I I I I I I I I I I I I I I I I I I III I II 

Db 716 ACCTGACGGAGCGCAGCCTGCAGGACGCGCAGCGCCTCTTCCTGATGAGCGAGGCCGTGC 775 

Qy 1312 TGGGG ACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAG 1362 

II I I I I I I I I I I I I I I I I I I I 

Db 776 AGCCGGT GAC ACC CGAGC CCT GT GT CAC C CAGGACAGCGTGCGCTT CT CACAC CT C GTGG 835 

Qy 1363 TGGAGACAGCCCAGGGCCTTGATGGGCACAGCCAT CTTGTCATGTACCTGG 1413 

I II I I I I II II I I I I I I I I I I I I I II 

Db 836 TGGACCTGGTGCAGGCTAAAGACACGCTCTACCATGTACTCTACATTGGCACCGAGTCGG 895 

Qy 1414 GAAC CACCACAGGGT CGCTC CACAAGGCT GT GGTAAGTGGGGACAGCAGT GCT C AT CT GG 1473 

I I I I I I I I I I I I I I I I II I I I I I I II 

Db 896 GCACCATCCTGAAGGCGCTGTCCACGGCGAGCCGCAGCCTCCACGGCTGCTACCTGGAGG 955 

Qy 1474 TGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCA 1533 

I I I I I I I I I I I I I I I I I I I I I I I I III 

Db 956 AGCTGCACGTGCTGCCCCCCGGGCGCCGCGAGCCCCTGCGCAGCCTGCGCATCCTGCACA 1015 

Qy 1534 CCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCC CGAGC CAACT 1593 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1016 GCGCCCGCGCGCTCTTCGTGGGGCTGAGAGACGGCGTCCTGCGGGTCCCACTGGAGAGGT 1075 

Qy 1594 GTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGG 1653 

I I I I I III III II I I I I I I I I I I II I I I II I I I I I I 

Db 1076 GCGCCGCCTACCGCAGCCAGGGGGCATGCCTGGGGGCCCGGGACCCGTACTGTGGCTGGG 1135 



Qy 1654 ACCCTGAGTCCCGAACCTGTTGC CTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGC 1710 

II II II II II III I I I I I I I I II I I I I I I I 

Db 1136 ACGGGAAGCAGCAACGTTGCAGCACACTCGAGGACAGCTCCAACATGAGCCTCTGGACCC 1195 

Qy 1711 AGGACAT 1717 

II I I I I 

Db 1196 AGAACAT 1202 



RESULT 11 
US-09-854-845-5 

Sequence 5, Application US/09854845 
Patent No. 6750054 
GENERAL INFORMATION: 
APPLICANT: Walke, D. Wade 
APPLICANT: Wang, Xiaoming 
APPLICANT: Scoville, John 
APPLICANT: Turner, C. Alexander Jr. 

TITLE OF INVENTION: No. 6750054el Human Semaphorin Homologs and 
Polynucleotides Encoding the Same 
FILE REFERENCE: LEX-0177-USA 
CURRENT APPLICATION NUMBER: US/09/ 854 , 845 
CURRENT FILING DATE: 2001-05-14 
PRIOR APPLICATION NUMBER: US 60/205,274 
PRIOR FILING DATE: 2000-05-18 
PRIOR APPLICATION NUMBER: US 60/208,893 
PRIOR FILING DATE: 2000-06-02 
NUMBER OF SEQ ID NOS : 50 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 5 
LENGTH: 3105 
TYPE: DNA 

ORGANISM: homo sapiens 
US-09-854-845-5 

Query Match 3.9%; Score 121.4; DB 4; Length 3105; 

Best Local Similarity 49.5%; Pred. No. 9e-23; 

Matches 568; Conservative 1; Mismatches 527; Indels 51; Gaps 8; 

Qy 607 AGGT CAT GGAGGGAAAAGGCCAAAGCC C CT TT GAC C C C GCT CACAAGCAT AC GGCT G 663 

II II III III I I I I I I I I I I I I I I I I I I I I I I I 

Db 356 AGAAGAT CAAT GGT GT GGCC C GCT GCC CCTAT GAC C CAC GC CACAACT C C ACAGCT GTC A 415 

Qy 664 TCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCCCA 723 

III I I I I I I I I I I I I I II I I I I I I I I II I I I I I 

Db 416 TCTCCTCCCAGGGGGAGCTCTATGCAGCCACGGTCATCGACTTCTCAGGTCGGGACCCTG 475 

Qy 724 TCCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGC 783 

II I I I I I I I I I III II I I I I I I III 

Db 476 CCATCTACCGCAGCCTGGGCAGTGGGCCACCGCTTCGCACTGCCCAATATAACTCCAAGT 535 

Qy 784 TGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCT 843 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 536 GGCTTAATGAGCCAAACTTCGTGGCAGCCTATGATATTGGGCTGTTTGCATACTTCTTCC 595 



Qy 



844 T CGAGGAGACAGCCAGCGAGTTT GACTT CTTT GAGAGGCT C CACAC AT CGC GGGT GGCT A 903 



I 1 1 1 1 1 II III II 1 1 1 1 I I 1 1 1 1 1 1 1 1 1 

Db 596 TGCGGGAGAACGCAGT GGAG CACGACTGTGGACGCACCGTGTACTCTCGCGTGGCCC 652 

Qy 904 GAGTCTGCAAGAAT GAC GT GGGCGGCGAAAAGCTGCTGCAGAAGAAGT GGAC C AC CT T C C 963 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 653 GC GTGTGCAAGAAT GAC GT GGGGGGCCGATTC CTGCTGGAGGAC AC AT GGAC C AC ATT CA 712 

Qy 964 TGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACG 1023 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I III 

Db 713 TGAAGGCCCGGCTCAACTGCTCCCGCCCGGGCGAGGTCCCCTTCTACTATA ACG 766 

Qy 1024 CGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCC 1083 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 

Db 767 AGCTGCAGAGT GC CTT CCACTT GCC RGAGCAGGAC CT CAT CT AT GGAGT T T T C ACAAC CA 826 

Qy 1084 AGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTG 1143 

I II III: I I II I I I I I I I I I I I I III I M 

Db 827 A CGTAAACAGCATYGCGGCTTCTGCTGTCTGCGCCTTCAACCTCAGTGCTATCT 880 

Qy 1144 AACGT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTT CACGCT GGACTACTT 1203 

I I I I I I I I II I I I I I I I I I I I I 

Db 881 CCCAGGCTTTCAATGGCCCATTTCGCTACCAGGAGAACCCCAGGGCTGCCTGGCTCCCCA 940 

Qy 1204 ATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATA 1263 

III I I I I III I I I I I I I I II III 

Db 941 T AGCCAACCC CAT CC CCAATTT CCAGTGT GGC ACC CT GCCT GAGAC C GGT C C CAACGAGA 1000 

Qy 1264 AG GCC CT GAC CTT CATGAAGGAC C ATTT CCT GAT GGAT GAGC AAGT GG 1311 

I I I I I I I I I I I I I I I I I I I I III III 

Db 1001 ACCTGACGGAGCGCAGCCTGCAGGACGCGCAGCGCCTCTTCCTGATGAGCGAGGCCGTGC 1060 

Qy 1312 TGGGG ACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAG 1362 

II I I I I I I I I I I I I I I I II I I 

Db 1061 AGCCGGT GACACC C GAGC C CT GTGT CAC C CAGGACAGC GT GC GCTT CT CAC AC CT CGT GG 1120 

Qy 1363 TGGAGACAGCCCAGGGCCTTGATGGGCACAGCCAT CT T GT CAT GT AC CT GG 1413 

I I I I I I I I I II I I I I I I I I I I I I I II 

Db 1121 TGGAC CTGGT GCAGGCTAAAGACAC GCT CT ACCAT GTACT CT ACAT T GGC AC CGAGT C GG 1180 

Qy 1414 GAACC ACCACAGGGT C GCT CCACAAGGCT GT GGTAAGT GGGGACAGC AGT GCT CAT CT GG 1473 

I I I I I I I I I I I I I I I I II I I I I I I II 

Db 1181 GCACCATCCTGAAGGCGCTGTCCACGGCGAGCCGCAGCCTCCACGGCTGCTACCTGGAGG 124 0 

Qy 1474 TGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCA 1533 

I I I I II I II I I I I I I I I I I I I I I I III 

Db 1241 AGCTGCACGTGCTGCCCCCCGGGCGCCGCGAGCCCCTGCGCAGCCTGCGCATCCTGCACA 1300 

Qy 1534 CCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACT 1593 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1301 GCGCCCGCGCGCTCTTCGTGGGGCTGAGAGACGGCGTCCTGCGGGTCCCACTGGAGAGGT 1360 

Qy 1594 GTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGG 1653 

I I I I I I II III II I I I II I I I I I I I I I I I I I I I I I I 

Db 1361 GCGCCGCCTACCGCAGCCAGGGGGCATGCCTGGGGGCCCGGGACCCGTACTGTGGCTGGG 1420 

Qy 1654 ACCCT GAGT C C CGAAC CT GTT GC CTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGC 1710 

II II II II II III I I I I I I I I I I I I I I II I 



Db 1421 ACGGGAAGCAGCAACGTTGCAGCACACTCGAGGACAGCTCCAACATGAGCCTCTGGACCC 14 80 



Qy 1711 AGGACAT 1717 

I I I I I I 

Db 1481 AGAACAT 1487 



RESULT 12 
US-09-854-845-1 

Sequence 1, Application US/09854845 
Patent No. 6750054 
GENERAL INFORMATION: 
APPLICANT: Walke, D. Wade 
APPLICANT: Wang, Xiaoming 
APPLICANT: Scoville, John 
APPLICANT: Turner, C. Alexander Jr. 

TITLE OF INVENTION: No. 6750054el Human Semaphorin Homologs and 
Polynucleotides Encoding the Same 
FILE REFERENCE: LEX-0177-USA 
CURRENT APPLICATION NUMBER: US/09/854 , 84 5 
CURRENT FILING DATE: 2001-05-14 
PRIOR APPLICATION NUMBER: US 60/205,274 
PRIOR FILING DATE: 2000-05-18 
PRIOR APPLICATION NUMBER: US 60/208,893 
PRIOR FILING DATE: 2000-06-02 
NUMBER OF SEQ ID NOS : 50 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 1 
LENGTH: 3150 
TYPE: DNA 

ORGANISM: homo sapiens 
US-09-854-845-1 

Query Match 3.9%; Score 121.4; DB 4; Length 3150; 

Best Local Similarity 49.5%; Pred. No. 9e-23; 

Matches 568; Conservative 1; Mismatches 527; Indels 51; Gaps 8; 

Qy 607 AGGT CAT GGAGGGAAAAGGCCAAAGC C CCTTT GAC CC C GCTCACAAGCATACGGCT G 663 

II II III III I I I I I I I I I I I I I I I I I I I I I I I 

Db 356 AGAAGATCAATGGTGTGGCCCGCTGCCCCTAT GACCCACGCCACAACTCCACAGCT GTCA 415 

Qy 664 TCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCCCA 723 

III I III I I I I I I I I I II I I I I I I I I II I I I I I 

Db 416 TCTCCTCCCAGGGGGAGCTCTATGCAGCCACGGTCATCGACTTCTCAGGTCGGGACCCTG 475 

Qy 724 TCCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGC 783 

II I I I I I I I I I III II I I I I I I III 

Db 476 CCATCTACCGCAGCCTGGGCAGTGGGCCACCGCTTCGCACTGCCCAATATAACTCCAAGT 535 

Qy 784 T GCAT CAT GACGCCTCCTTTGT GGCAGCCATC C CT T CGAC C CAGGT C GTCT ACTT CTT CT 843 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I II I 

Db 536 GGCTTAATGAGCCAAACTTCGTGGCAGCCTAT GAT AT TGGGCTGTTT GCAT ACTT CTT CC 595 



Qy 

Db 



844 T CGAGGAGACAGCCAGCGAGTTTGACTT CTTT GAGAGGCT CC ACAC AT CGC GGGT GGCT A 903 

I I I I I I II III II II I I I I I I I I I II I I 

596 TGCGGGAGAACGCAGTGGAG CACGACTGTGGACGCACCGTGTACTCTCGCGTGGCCC 652 



Qy 904 GAGT CT GCAAGAAT GAC GT GGGCGGCGAAAAGCT GCTGCAGAAGAAGT GGAC CAC CT T CC 963 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 653 GCGTGTGCAAGAATGACGTGGGGGGCCGATTCCTGCTGGAGGACACATGGACCACATTCA 712 

Qy 964 TGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACG 1023 

I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I Ml 
Db 713 TGAAGGCCCGGCTCAACTGCTCCCGCCCGGGCGAGGTCCCCTTCTACTATA ACG 766 

Qy 1024 CGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCC 1083 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 767 AGCTGC AGAGT GC CTT CCACTT GC CRGAGCAGGAC CTCAT CT AT GGAGTT T T CACAAC CA 826 

Qy 1084 AGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTG 1143 

I II I I I : I I I I I I I I I I I I I I I I III III 

Db 827 A CGTAAACAGCATYGCGGCTTCTGCTGTCTGCGCCTTCAACCTCAGTGCTATCT 880 

Qy 1144 AACGT GT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACT TCAC GCT GGACTACTT 1203 

I I I I I I I I II I I I I I I I I I I I I 

Db 881 CCCAGGCTTTCAATGGCCCATTTCGCTACCAGGAGAACCCCAGGGCTGCCTGGCTCCCCA 94 0 

Qy 1204 ATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATA 1263 

III I I I I III I I I I I I I I II III 

Db 941 TAGCCAACCC CAT C CCCAATTT CC AGTGT GGC ACC CT GC CT GAGAC C GGT C CCAACGAGA 1000 

Qy 1264 AG GCCCT GAC CTT CAT GAAGGAC C AT TTC CT GAT GGAT GAGCAAGT GG 1311 

I I I I I I I I I I I II I I I I I I I III III 

Db 1001 ACCTGACGGAGCGCAGCCTGCAGGACGCGCAGCGCCTCTTCCTGATGAGCGAGGCCGTGC 1060 

Qy 1312 TGGGG ACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAG 1362 

II I I I I I I I I I I I I I I I I I I I 

Db 1061 AGCCGGTGACACCCGAGCCCTGTGTCACCCAGGACAGCGTGCGCTTCTCACACCTCGTGG 1120 

Qy 1363 TGGAGACAGCCCAGGGCCT T GAT GGGCACAGC CAT CTTGTCATGTACCTGG 1413 

I II I I I I I I II I I I I I II I I I I I I II 

Db 1121 T GGAC CTGGTGCAGGCTAAAGACACGCTCT AC CAT GTACTCTACATT GGC ACC GAGT CGG 1180 

Qy 1414 GAAC CAC CAC AGGGT CGCT C C ACAAGGCT GT GGTAAGT GGGGAC AGCAGT GCT CAT CT GG 1473 

I I I II I I II I I I I I I I II I I I I I I I I 

Db 1181 GCACCATCCTGAAGGCGCTGTCCACGGCGAGCCGCAGCCTCCACGGCTGCTACCTGGAGG 1240 

Qy 1474 TGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCA 1533 

I I I I II I I I I I I I I I I I I I I I I I I III 

Db 1241 AGCTGCACGTGCTGCCCCCCGGGCGCCGCGAGCCCCTGCGCAGCCTGCGCATCCTGCACA 1300 

Qy 1534 CCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACT 1593 

I III I I I I I I I I II I I I I I I I I I I I I I I I I 

Db 1301 GCGCCCGCGCGCTCTTCGTGGGGCTGAGAGACGGCGTCCTGCGGGTCCCACTGGAGAGGT 1360 

Qy 1594 GT AGTGT CT AT GAGAGCT GT GT GGACT GT GT C CTT GC C C GGGACCC CCACT GTGC CT G GG 1653 

I I I I I III III II I I I I I I I II I I I II I I I I I I I I I 

Db 1361 GCGCCGCCTACCGCAGCCAGGGGGCATGCCTGGGGGCCCGGGACCCGTACTGTGGCTGGG 1420 

Qy 1654 ACCCTGAGTCCCGAACCTGTTGC CTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGC 1710 

II II II I I II I I I I I I I I I I I I I I I I I I I I 

Db 1421 ACGGGAAGCAGCAACGTT GCAGC ACACT CGAGGAC AGCT C CAACAT GAGC CTCT GGAC CC 1480 



Qy 



1711 AGGACAT 1717 



Db 



II I I I I 
1481 AGAACAT 1487 



RESULT 13 
US-09-854-845-7 

; Sequence 7, Application US/09854845 

; Patent No. 6750054 

; GENERAL INFORMATION: 

; APPLICANT: Walke, D. Wade 

; APPLICANT: Wang, Xiaoming 

; APPLICANT: Scoville, John 

; APPLICANT: Turner, C. Alexander Jr. 

TITLE OF INVENTION: No. 6750054el Human Semaphorin Homologs and 
Polynucleotides Encoding the Same 
; FILE REFERENCE: LEX-0177-USA 
; CURRENT APPLICATION NUMBER: US/09/854,845 
; CURRENT FILING DATE: 2001-05-14 
; PRIOR APPLICATION NUMBER: US 60/205,274 
; PRIOR FILING DATE: 2000-05-18 
; PRIOR APPLICATION NUMBER: US 60/208,893 
; PRIOR FILING DATE: 2000-06-02 
; NUMBER OF SEQ ID NOS : 50 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 7 

LENGTH: 3237 

TYPE: DNA 
; ORGANISM: homo sapiens 
US-09-854-845-7 

Query Match 3.9%; Score 121.4; DB 4; Length 3237; 

Best Local Similarity 49.5%; Pred. No. 9.2e-23; 

Matches 568; Conservative 1; Mismatches 527; Indels 51; Gaps 8; 



Qy 607 AGGT CAT GGAGGGAAAAGGCCAAAGCCCCTTTGAC C C CGCT C ACAAGCAT ACGGCT G 663 

II II III III I I I I I I I I I I I I I I I I I I I I I I I 

Db 488 AGAAGATCAAT GGT GT GGC CCGCT GCC CCT AT GACCCAC GC CACAACT CCACAGCT GT CA 54 7 

Qy 664 TCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCCCA 723 

III I I I I I I I I I I I I I II I I I I I I I I II I I I I I 

Db 548 T CT C CT CC CAGGGGGAGCT CTATGCAGC CACGGT CAT C GACTT CT C AGGT C GGGAC C CT G 607 

Qy 724 T C CT GAT GCGCACACTGGGAT C CCAGC CT GT C CT CAAGAC C GACAACTTCCTC C GCT GGC 783 

II I I I I I I I I I III II I I I I I I III 

Db 608 CCATCTACCGCAGCCTGGGCAGTGGGCCACCGCTTCGCACTGCCCAATATAACTCCAAGT 667 

Qy 784 TGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCT 843 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I 

Db 668 GGCTTAATGAGCCAAACTTCGTGGCAGCCTATGATATTGGGCTGTTTGCATACTTCTTCC 727 

Qy 844 TCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTA 903 

I I I I I I I I III I I I I I I I I I I I I I I I I I 

Db 728 TGCGGGAGAACGCAGTGGAG CACGACTGTGGACGCACCGTGTACTCTCGCGTGGCCC 7 84 

Qy 904 GAGTCT GCAAGAATGACGT GGGCGGCGAAAAGCT GCT GCAGAAGAAGT GGACCACCTT CC 963 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I 

Db 785 GCGTGTGCAAGAAT GACGT GGGGGGCC GATT C CT GCT GGAGGACACATGGACC ACATT CA 844 



Qy 964 TGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACG 1023 

II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I III 
Db 845 TGAAGGCCCGGCTCAACTGCTCCCGCCCGGGCGAGGTCCCCTTCTACTATA ACG 898 

Qy 1024 CGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCC 1083 

I I I I II III M I I I I I I I I I I I I I I I I I I I 

Db 899 AGCT GCAGAGT GCCTT CCACTT GCCRGAGC AGGAC CTC AT CT AT GGAGTT T T CACAAC C A 958 

Qy 1084 AGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTG 1143 

I II III: I I I I I I I I I I I I I I I I III I II 

Db 959 A CGTAAACAGCATYGCGGCTTCTGCTGTCTGCGCCTTCAACCTCAGTGCTATCT 1012 

Qy 1144 AACGTGTCTTTAAGGGGAAATACAAAGAGTTGAACAAAGAAACTTCACGCTGGACTACTT 1203 

I I I I I I I I II I I I I I I I I I I I I 

Db 1013 CCCAGGCTTTCAATGGCCCATTTCGCTACCAGGAGAACCCCAGGGCTGCCTGGCTCCCCA 1072 

Qy 1204 ATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATA 1263 

III MM III I I I I I I I I II III 

Db 1073 TAGCCAACCCCATCCCCAATTTCCAGTGTGGCACCCTGCCTGAGACCGGTCCCAACGAGA 1132 

Qy 1264 AG GCCCT GACCTT CAT GAAGGAC CATTT CCT GAT GGAT GAGCAAGT GG 1311 

I I I II I I II I I M I I I I M I III III 

Db 1133 ACCTGACGGAGCGCAGCCTGCAGGACGCGCAGCGCCTCTTCCTGATGAGCGAGGCCGTGC 1192 

Qy 1312 TGGGG ACGCCCCT GCT GGT GAAAT CT GGC GT GGAGT AT ACAC G GCT T GCAG 1362 

II I I II I I I II I I I I I I I I I I 

Db 1193 AGCCGGTGACACCCGAGCCCTGTGTCACCCAGGACAGCGTGCGCTTCTCACACCTCGTGG 1252 

Qy 1363 TGGAGACAGCCCAGGGCCTTGATGGGCACAGCCAT CTTGTCATGTACCTGG 1413 

MM I I I I I II M I I I I I Mill I II 

Db 1253 TGGACCT GGT GCAGGCTAAAGACAC GCT CT ACCAT GT ACT CT ACATT GGC AC C GAGT C GG 1312 

Qy 1414 GAACCACCACAGGGTCGCT CCACAAGGCTGTGGTAAGT GGGGACAGCAGTGCTCATCT GG 1473 

I I I I I I I II I I Mill II II II I I II 

Db 1313 GCACCATCCTGAAGGCGCTGTCCACGGCGAGCCGCAGCCTCCACGGCTGCTACCTGGAGG 1372 

Qy 1474 TGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCA 1533 

I I I I II I I I II M I M II II I II I III 

Db 1373 AGCTGCACGTGCTGCCCCCCGGGCGCCGCGAGCCCCTGCGCAGCCTGCGCATCCTGCACA 1432 

Qy 1534 CCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACT 1593 

I III I II I I I I I II II I I I I II I I I I I I I I 

Db 1433 GCGCCCGCGCGCTCTTCGTGGGGCTGAGAGACGGCGTCCTGCGGGTCCCACTGGAGAGGT 14 92 

Qy 1594 GTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGG 1653 

I ' I I I I I II III II I I M II II II I I II II I I M I M 

Db 1493 GCGCCGCCTACCGCAGCCAGGGGGCATGCCTGGGGGCCCGGGACCCGTACTGTGGCTGGG 1552 

Qy 1654 ACCCTGAGTCCCGAACCTGTTGC CTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGC 1710 

II II II MM II I I I II I II II I I II I I I I 

Db 1553 ACGGGAAGCAGCAACGTT GCAGCACACTCGAGGACAGCTCCAAC ATGAGCCT CT GGACC C 1612 



Qy 

Db 



1711 AGGACAT 1717 

II II II 
1613 AGAACAT 1619 



RESULT 14 
US-09-854-845-3 

; Sequence 3, Application US/09854845 

; Patent No. 6750054 

; GENERAL INFORMATION: 

; APPLICANT: Walke, D. Wade 

; APPLICANT: Wang, Xiaoming 

; APPLICANT: Scoville, John 

; APPLICANT: Turner, C. Alexander Jr. 

; TITLE OF INVENTION: No. 6750054el Human Semaphorin Homologs and 

Polynucleotides Encoding the Same 

; FILE REFERENCE: LEX-0177-USA 

; CURRENT APPLICATION NUMBER: US/09/854,845 

; CURRENT FILING DATE: 2001-05-14 

; PRIOR APPLICATION NUMBER: US 60/205,274 

; PRIOR FILING DATE: 2000-05-18 

; PRIOR APPLICATION NUMBER: US 60/208,893 

; PRIOR FILING DATE: 2000-06-02 

; NUMBER OF SEQ ID NOS : 50 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 3 

LENGTH: 3282 
; TYPE: DNA 
; ORGANISM: homo sapiens 
US-09-854-845-3 

Query Match 3.9%; Score 121.4; DB 4; Length 3282; 

Best Local Similarity 49.5%; Pred. No. 9.2e-23; 

Matches 568; Conservative 1; Mismatches 527; Indels 51; Gaps 8; 



Qy 607 AGGT CAT GGAGGGAAAAGGCCAAAGC C C CTT T GAC C CC G CT C ACAAGCAT AC GGCTG 663 

II II III III II I I I I II I I I I I I I I I I I I I I I 

Db 488 AGAAGAT CAAT GGT GT GGCC C GCT GC C C CT AT GAC C CAC GC C AC AACT C C AC AGCTGT C A 547 

Qy 664 TCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCCCA 723 

II I I I I I I I I I I I I I I II I I I I I I I I II I I I I I 

Db 548 TCTCCTCCCAGGGGGAGCTCTATGCAGCCACGGTCATCGACTTCTCAGGTCGGGACCCTG 607 

Qy 724 TCCTGATGCGCACACTGGGATCCCAGCCTGTCCTCAAGACCGACAACTTCCTCCGCTGGC 783 

II I I I I I I I I I III II I I I I I I III 

Db 608 CCATCTACCGCAGCCTGGGCAGTGGGCCACCGCTTCGCACTGCCCAATATAACTCCAAGT 667 

Qy 784 TGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCT 843 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 668 GGCTTAATGAGCCAAACTTCGTGGCAGCCTATGATATTGGGCTGTTTGCATACTTCTTCC 727 

Qy 844 TCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTA 903 

I I I I I I II III II I I I I I I I I I I I I I I I 

Db 728 TGCGGGAGAACGCAGTGGAG CACGACTGTGGACGCACCGTGTACTCTCGCGTGGCCC 784 

Qy 904 GAGTCTGCAAGAATGACGTGGGCGGCGAAAAGCTGCTGCAGAAGAAGTGGACCACCTTCC 963 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I II 
Db 785 GCGT GT GCAAGAAT GAC GTGGGGGGCCGATTC CT GCTGGAGGAC AC AT GGAC C ACATT CA 844 

Qy 964 TGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACG 1023 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 



Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



845 TGAAGGCCCGGCTCAACTGCTCCCGCCCGGGCGAGGTCCCCTTCTACTATA- 



-ACG 898 



1024 CGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCC 1083 
MM II III II I I I I I I I I I I I I I I II I II 

899 AGCT GC AGAGT GC CTT CCACTT GCC RGAGCAGGAC CT CAT CT AT GGAGTTTT C ACAAC C A 



958 



1084 AGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTG 1143 
I II III: I I I I I I I I I I I I I I I I III I II 

959 A CGTAAACAGCATYGCGGCTTCTGCTGTCTGCGCCTTCAACCTCAGTGCTATCT 1012 

1144 AAC GTGT CTTTAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACTT CAC GCT G GACT ACT T 1203 

I I I I I I I I II I I I I I I I I I I I I 

1013 CCCAGGCTTTCAATGGCCCATTTCGCTACCAGGAGAACCCCAGGGCTGCCTGGCTCCCCA 1072 

1204 ATAGGGGCCCTGAGACCAACCCCCGGCCAGGCAGTTGCTCAGTGGGCCCCTCCTCTGATA 1263 

III I I II III I I II I I I I II III 

1073 TAGCCAACC CCAT C CCCAATTT C CAGT GT GGCAC C CT GC CT GAGAC CGGT CC CAAC GAGA 1132 

1264 AG GCC CTGACCTT C AT GAAGGAC C ATT T C CT GAT GGAT GAGCAAGT GG 1311 

I I I I I I I I I I I I I I I I I I I I III Ml 

1133 ACCT GACGGAGCGCAGC CTGCAGGACGC GCAGCGC CT CT T C CT GAT GAGCGAGGC C GT GC 1192 

1312 TGGGG ACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAG 1362 

II II I I I I I I I I I I I I I I I I I 

1193 AGC CGGT GACACCC GAGC CCT GT GT CAC C C AGGACAGC GTGC GCT T CT CAC AC CT C GT GG 1252 

1363 T GGAGACAGCCCAGGGCCTT GATGGGCACAG CCAT CTTGTCATGTACCTGG 1413 

I I I I I I I I I II I I I I I I I I I I I I I II 

1253 TGGACCTGGTGCAGGCTAAAGACACGCTCTACCATGTACTCTACATTGGCACCGAGTCGG 1312 

1414 GAACCACCACAGGGTCGCTCCACAAGGCTGTGGTAAGTGGGGACAGCAGTGCTCATCTGG 1473 

I I I I I I I I I I I I I I I I II I I I I I I II 

1313 GCACCATCCTGAAGGCGCTGTCCACGGCGAGCCGCAGCCTCCACGGCTGCTACCTGGAGG 1372 

1474 TGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCA 1533 

I I I I I I I II I I II I I I I I II I I I I III 

AGCTGCACGTGCTGCCCCCCGGGCGCCGCGAGCCCCTGCGCAGCCTGCGCATCCTGCACA 1432 



1373 



1534 



1593 



CCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACT 

I III I I I I I I I I II I I I I I I I I I I I I I I I I 

1433 GCGCCCGCGCGCTCTTCGTGGGGCTGAGAGACGGCGTCCTGCGGGTCCCACTGGAGAGGT 1492 

1594 GTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGG 1653 

I I I I I III III II I I I I I I I I I I I I I I I I I I I I I II 

1493 GCGCCGCCTACCGCAGCCAGGGGGCATGCCTGGGGGCCCGGGACCCGTACTGTGGCTGGG 1552 

1654 ACCCTGAGTCCCGAACCTGTTGC CTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGC 1710 

II II II II II III I I I I I I I I I I I I I I I I I 
1553 AC GGGAAGCAGCAACGTT GCAGCACACTCGAGGACAGCT CCAACAT GAGCCT CTGGAC CC 1612 

1711 AGGACAT 1717 

II I I I I 

1613 AGAACAT 1619 



RESULT 15 
US-09-854-845-11 



; Sequence 11, Application US/09854845 

; Patent No. 6750054 

; GENERAL INFORMATION : 

; APPLICANT: Walke, D. Wade 

; APPLICANT: Wang, Xiaoming 

; APPLICANT: Scoville, John 

; APPLICANT: Turner, C. Alexander Jr. 

; TITLE OF INVENTION: No. 6750054el Human Semaphorin Homologs and 

Polynucleotides Encoding the Same 

; FILE REFERENCE: LEX-0177-USA 

; CURRENT APPLICATION NUMBER: US/09/854,845 

; CURRENT FILING DATE: 2001-05-14 

; PRIOR APPLICATION NUMBER: US 60/205,274 

; PRIOR FILING DATE: 2000-05-18 

; PRIOR APPLICATION NUMBER: US 60/208,893 

; PRIOR FILING DATE: 2000-06-02 

; NUMBER OF SEQ ID NOS : 50 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 11 

LENGTH: 3411 

TYPE: DNA 
; ORGANISM: homo sapiens 
US-09-854-845-11 

Query Match 3.9%; Score 121.4; DB 4; Length 3411; 

Best Local Similarity 49.5%; Pred. No. 9.4e-23; 

Matches 568; Conservative 1; Mismatches 527; Indels 51; Gaps 8; 



Qy 607 AGGTCATGGAGGGAAAAGGCCAAAGCCCCTTTGACCCCGCTCACAAGCATACGGCTG 663 

II II III III I I I I I I I I I I II Mill I I I I I I 

Db 662 AGAAGAT CAAT GGT GT GGC CC GCT GCCC CT AT GAC CCAC GC C AC AACT CCACAGCT GT C A 721 

Qy 664 TCTTGGTGGATGGGATGCTCTATTCTGGTACTATGAACAACTTCCTGGGCAGTGAGCCCA 723 

III I I I I I I I I I I I I I II I I I I I II I II I I I I I 

Db 722 TCTCCTCCCAGGGGGAGCTCTATGCAGCCACGGTCATCGACTTCTCAGGTCGGGACCCTG 781 

Qy 724 T CCTGAT GCGCACACT GGGAT C CCAGC CT GT CCT CAAGAC C GACAACTT C CTC C GCT GGC 783 

II I I I I I I I I I III II I I I I I I III 

Db 782 CCATCTACCGCAGCCTGGGCAGTGGGCCACCGCTTCGCACTGCCCAATATAACTCCAAGT 841 

Qy 784 TGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTCGACCCAGGTCGTCTACTTCTTCT 843 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 842 GGCTTAATGAGCCAAACTTCGTGGCAGCCTATGATATTGGGCTGTTTGCATACTTCTTCC 901 

Qy 844 TCGAGGAGACAGCCAGCGAGTTTGACTTCTTTGAGAGGCTCCACACATCGCGGGTGGCTA 903 

I I I I I I I I III I I I I I I I I I I I I I I I I I 

Db 902 TGCGGGAGAACGCAGTGGAG CACGACT GT GGACGCAC C GT GT ACT CT C GC GTGGC CC 958 

Qy 904 GAGT CT GCAAGAAT GACGT GGGCGGC GAAAAGCT GCT GC AGAAGAAGT GGACC ACCTTC C 963 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 959 GCGT GTGCAAGAATGACGT GGGGGGCC GATT CCT GCT GGAGGAC ACAT GGACC ACATTCA 1018 

Qy 964 TGAAGGCCCAGCTGCTCTGCACCCAGCCGGGGCAGCTGCCCTTCAACGTCATCCGCCACG 1023 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I III 

Db 1019 TGAAGGCCCGGCTCAACTGCTCCCGCCCGGGCGAGGTCCCCTTCTACTATA ACG 1072 



Qy 1024 CGGTCCTGCTCCCCGCCGATTCTCCCACAGCTCCCCACATCTACGCAGTCTTCACCTCCC 1083 



I I I I II III II 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 II 

Db 1073 AGCT GCAGAGT GC CTT C CACTT GCC RGAGC AGGAC CT CAT CT AT GGAGTTTT CACAAC CA 1132 

Qy 1084 AGTGGCAGGTTGGCGGGACCAGGAGCTCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTG 1143 

I II III: I I I I I I I I I I I I I I I I III I II 

Db 1133 A CGTAAACAGCATYGCGGCTTCTGCTGTCTGCGCCTTCAACCTCAGTGCTATCT 1186 

Qy 1144 AACGT GT CT T TAAGGGGAAAT ACAAAGAGTT GAACAAAGAAACT T C ACGCT GGACTACTT 1203 

I I I I I I I I II I I I I I I I I I I I I 

Db 1187 CCCAGGCTTTCAATGGCCCATTTCGCTACCAGGAGAACCCCAGGGCTGCCTGGCTCCCCA 124 6 

Qy 1204 AT AGGGGCC CT GAGACCAAC CCCC GGCCAGGCAGTT GCT CAGT GGGC CC CT C CT C T GAT A 1263 

III I I I I III I I I I I I I I II III 

Db 1247 TAGC CAAC CC CAT C CC CAATTT CCAGT GT GGCACCCT GC CT GAGAC C GGT CC CAACGAGA 1306 

Qy 1264 AG GC CCT GAC CTTCAT GAAGGACCATTT C CT GAT GGAT GAGCAAGT GG 1311 

I I I I I I I I I I I I I I I I I I I I III III 

Db 1307 ACCTGACGGAGCGCAGCCTGCAGGACGCGCAGCGCCTCTTCCTGATGAGCGAGGCCGTGC 1366 

Qy 1312 TGGGG ACGCCCCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAG 1362 

II I I I I I I I I I I I I I I I I I I I 

Db 1367 AGCCGGTGACACCCGAGCCCTGTGTCACCCAGGACAGCGTGCGCTTCTCACACCTCGTGG 1426 

Qy 1363 TGGAGAC AGC CCAGGGC CTT GATGGGCACAGC C AT CTT GT CAT GT ACCT G G 1413 

I I I I I I I I I II I I I I I I I I I I I I I II 

Db 1427 TGGAC CT GGT GCAGGCTAAAGACAC GCTCTAC CAT GT ACT CT ACAT T GGC AC C GAGT C GG 1486 

Qy 1414 GAACC AC CACAGGGT CGCT CCACAAGGCTGT GGTAAGT GGGGACAGC AGT GCT CAT CT GG 1473 

I I I I I I I I I I I I I I II II I I I I I I II 

Db 1487 GCACCATCCTGAAGGCGCTGTCCACGGCGAGCCGCAGCCTCCACGGCTGCTACCTGGAGG 154 6 

Qy 1474 TGGAAGAGATTCAGCTGTTCCCTGACCCTGAACCTGTTCGCAACCTGCAGCTGGCCCCCA 1533 

I I I I I I I II I I I I I I I I I I I I II I III 

Db 1547 AGCTGCACGTGCTGCCCCCCGGGCGCCGCGAGCCCCTGCGCAGCCTGCGCATCCTGCACA 1606 

Qy 1534 CCCAGGGTGCAGTGTTTGTAGGCTTCTCAGGAGGTGTCTGGAGGGTGCCCCGAGCCAACT 1593 

I III I I I I I I I I II I I I I I I I I I I II I I I I 

Db 1607 GCGCCCGCGCGCTCTTCGTGGGGCTGAGAGACGGCGTCCTGCGGGTCCCACTGGAGAGGT 1666 

Qy 1594 GTAGTGTCTATGAGAGCTGTGTGGACTGTGTCCTTGCCCGGGACCCCCACTGTGCCTGGG 1653 

I I I I I III III II I I I I I I I I I I I I I I I I I I I I I I I 

Db 1667 GCGCCGCCTACCGCAGCCAGGGGGCATGCCTGGGGGCCCGGGACCCGTACTGTGGCTGGG 1726 

Qy 1654 ACCCTGAGTCCCGAACCTGTTGC CTCCTGTCTGCCCCCAACCTGAACTCCTGGAAGC 1710 

II II II II II III I I I I I I I I I I I I I I I I I 

Db 1727 ACGGGAAGCAGCAACGTTGCAGCACACTCGAGGACAGCTCCAACATGAGCCTCTGGACCC 1786 

Qy 1711 AGGACAT 1717 

II I II I 

Db 1787 AGAACAT 1793 



Search completed: February 15, 2005, 17:08:49 
Job time : 551 sees 



